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results of BLAST 



BLASTP 2.2.14 [May-07-2006] 

Reference : 

Altschul, Stephen F. , Thomas L . Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:3389-3402. 

Reference : 

Schaffer, Alejandro A., L. Aravind, Thomas L. Madden, Sergei 
Shavirin, John L. Spouge, Yuri I. Wolf, Eugene V. Koonin, and 
Stephen F. Altschul (2001), "Improving the accuracy of PSI-BLAST 
protein database searches with composition-based statistics 
and other refinements", Nucleic Acids Res. 29:2994-3005. 

RID: 1153601 903-10757-200512290520. BLASTQ4 



Database: NCBI Protein Reference Sequences 

2,389,055 sequences; 864,113,167 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 

Taxonomy reports 

Query= 

Length=21 



Distribution of 2 Blast Hits on the Query Sequence 



Mouse over to see the defline, click to show alignments 



Color key for alignment scores 
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Distance tree of results iNEWi 

Score E 

Sequences producing significant alignments: (Bits) Value 

qi|26053623|ref j_NP 751921 . 1 1 E2 protein; viral envelope protein 34 .7 0.60 

qi I 221297 93 | ref | NP_6714 91 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.0 



Alignments 
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Get selected sequences | Select all | Deselect all | Distance tree of results j 



> r qi [ 26053623 | ref I NP_751921 . 1 1 B E2 protein; viral envelope protein [Hepatitis C vin 
Length=363 

Score = 34.7 bits (78), Expect = 0.60, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%)., Gaps = 0/21 (0%) 

Query 1 GS AARTT SG FVS L FAPGAKQN 21 

GSA RTT+G V L PGAKQN 
Sbjct 7 GS AG RTTAGLVGLLT PGAKQN 27 

>r qi!22129793|ref |NP 671491.11 B polyprotein [Hepatitis C virus] 
Length=3011 

Score =34.3 bits (77), Expect = 1.0, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RTT+G V L PGAKQN 
Sbjct 390 GSAGRTTAGLVGLLT PGAKQN 410 



Get selected sequences 



Select all 



Deselect all 



Distance tree of results 



Database: NCBI Protein Reference Sequences 

Posted date: Jul 21, 2006 3:13 AM 
Number of letters in database: 864,113,167 
Number of sequences in database: 2,389,055 
Lambda K H 

0.311 0.123 0.341 
Gapped 

Lambda K H 

0.267 0.0410 0.140 
Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 2389055 

Number of Hits to DB: 6542300 

Number of extensions: 52324 

Number of successful extensions: 36 

Number of sequences better than 10: 0 

Number of HSP's better than 10 without gapping: 0 

Number of HSP's gapped: 36 

Number of HSP's successfully gapped: 0 

Length of query: 21 

Length of database: 864113167 

Length adjustment: 0 

Effective length of query: 21 

Effective length of database: 864113167 

Effective search space: 18146376507 

Effective search space used: 18146376507 

T: 11 

A: 40 

XI: 16 (7.2 bits) 
X2: 38 (14.6 bits) 
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NCBI 



results of BLAST 



BLASTP 2.2.14 [May-07-2006] 



Reference : 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:3389-3402. 



Reference : 

Schaffer, Alejandro A., L. Aravind, Thomas L. Madden, Sergei 
Shavirin, John L. Spouge, Yuri I. Wolf, Eugene V. Koonin, and 
Stephen F. Altschul (2001), "Improving the accuracy of PSI-BLAST 
protein database searches with composition-based statistics 
and other refinements", Nucleic Acids Res. 29:2994-3005. 

RID: 1153601814-24 595-124256429206. BLASTQ4 



Database: pat 

301,733 sequences; 55,455,050 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
Taxonomy reports 

Query= 

Length=21 



Distribution of 103 Blast Hits on the Query Sequence 



Mouse-over to show defline and scores, click to show alignments 



Color key for alignment scores 
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Distance tree of results ^EW 



Sequences producing significant alignments: 



56627 909 1 qb | AAWQ624 5.1 I Sequence 4 from patent US 6797809 . 

4 01537 69 1 gbj AAR65055. 1 1 Sequence 5 from patent US 6630298 . 

202215941qb|AAE87167.1| Sequence 3 from patent US 6326171 . 

337 59571 | qb | AAQ52061 . 1 | Sequence 35 from patent US 6593083. 

33759570 | qb | AAQ5206Q . 1 | Sequence 34 from patent US 6593083. 

17 912 916 | qb| AAE83170. 1 | Sequence 14 from patent US 6303292. 
3993851 [qb|AAC8727 9. 1 IAR00764 5 Sequence 13 from patent US . 



15108282 | qb|AAE67318 . 1 1 Sequence 39 from patent US 6210962. 

56567 64 5 | qb 1 AAV98707 . 1 j Sequence 7 from patent US 6740323 . 

141014 09 | qb[AAE53726. 1 [ Sequence 89 from patent US 6150087 

316890771qb|AAP61048.1| Sequence 2 from patent US 6538123 . 
593530 | qblAAA55137 . 1 1 Sequence 2 from Patent EP 0388232 

21508 650 [qb | AAM58 139.1 | Sequence 1 from patent US 6379886 

16239032 1 qb| AAE788 69. 1 | Sequence 3 from patent US 6274148 . 

14101433 1 qb | AAE537 50 . 1 | Sequence 138 from patent US 6150087 

14101424 | qb | AAE53741.il Sequence 124 from patent US 6150087 

14124296|qblAAE604 92. 1-1 Sequence 6 from patent US 6194140 

337595 67 | qblAAQ52057. 1 [ Sequence 31 from patent US 6593083 

14101452 | qb| AAE537 69. 1 1 Sequence 175 from patent US 615008 

33737 4 06 } qb 1 AAQ4 1059 . 1 1 Sequence 23 from patent US 6576417 

14101440iqb|AAE53757.1| Sequence 157 from patent US 615008 
39938 52 | qb | AAC87280 . 1 IAR007 64 6 Sequence 15 from patent US 



17 91292 6 | qb | AAE83180. 1 | Sequence 24 from patent US 6303292 

141014 05 | qb| AAE53722. 1 | Sequence 81 from patent US 6150087 

4 0114 092 | qb| AAR55231. 1 ] Sequence 180 from patent US 661333 

9114 9569 | qb| ABE23184 . 1 | Sequence 2 from patent US 7009044 

33759566 | qb 1 AAQ52056 . 1 1 Sequence 30 from patent US 6593083 

14101441 | qb|AAE53758 . 1 1 Sequence 158 from patent US 6150087 

911652351qb|ABE25678.11 Sequence 3 from patent US 7022323 

12828 94 6 | qb | AAE5064 6 . 1 | Sequence 2 from patent US 6127116 

14101448 | qb| AAE537 65. 1 1 Sequence 171 from patent US 6150087 

15108283 I qbl AAE67319. 1 1 Sequence 40 from patent US 6210962. 

40114 093 | qb|AAR55232 . 1 1 Sequence 181 from patent US 661333. 
77153553 | emb [ CAJ33 637 . 1 | unnamed protein product [synthetic 
771534981 emb | CAJ33635 . 1 1 unnamed protein product [ synthetic 
3993854 | qb 1 AAC87282 . 1 [AR007 64 8 Sequence 19 from patent US . 



17912919|qb|AAE83173.1| 



17912922|qb|AAE83176.1| 



Sequence 17 from patent ,US 6303292. 
Sequence 20 from patent US 6303292. 
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151082761 qb | AAE67312 . 1 | 



17912933|qb|AAE83187.11 



Sequence 5 from patent US 6210962 
Sequence 31 from patent US 6303292 
77153551 |emb[CAJ33636. 1 | unnamed protein product [unidentifie 
6001419 I qb | AAE22381 . 1 1 Sequence 4 from patent US 5854001 >. 
4 2685373 I qb | AAS29954 . 1 1 Sequence 4 from patent US 6680059 . 
771534 96|emb|CAJ33634 . 1 1 unnamed protein product [Hepatitis 
75915319 I qb | ABA29873. 1 1 Sequence 20 from patent US 6921634. 
42685370 [ qb | AAS29951. 1 1 Sequence 1 from patent US 6680059 . 
24 92381 |qb| AAB80517. 1 | 158189 Sequence 13 from patent US 56100 
24 92387 |qb| AAB80523. 1 1 158195 Sequence 19 
24 92389 | qb | AAB80525. 1 | 158197 Sequence 21 
5199747 91 emb 1 CAH33883 . 1 | unnamed protein 
24 92384 | qb | AAB80520 . 1 1 158192 Sequence 16 
24 92383|qb|AAB80519. 1| 158191 Sequence 15 
17912934|qb|AAE83188.11 Sequence 32 from 



519974 81 1 emblCAH33884 . 1 | unnamed protein 



from patent US 56100 
from patent US 56100 
product [syntheti. . . 
from patent US 56100 
from patent US 56100 
patent US 6303292. . . 
product [syntheti. . . 
6001417 |qb| AAE2237 9. 1 | Sequence 1 from patent US 5854001 >... 
1282894 7 1 qb| AAE5064 7 . 1 | Sequence 20 from patent US 6127116 
6001418 |qb|AAE22380. 1 | Sequence 2 from patent US 5854001 >... 
6001422|qb|AAE22384.11 Sequence 10 from patent US 5854001 ... 
24 92388 |qb|AAB80524 . 1 1 158196 Sequence 20 from patent US 56100 
24 92386 | qb | AAB8Q522 . 1 | 158194 Sequence 18 from patent US 56100 
17 912925 | qb |AAE8317 9.1| Sequence 23 from patent US 6303292... 
600 1420 |qb| AAE22382. 1 1 Sequence 6 from patent US 5854001 >... 
3992567 |qb|AAC85994 . 1 |AR005511 Sequence 89 from patent US 57 4 
24 92380 |qb|AAB80516. 1 1 158188 Sequence 12 from patent US 56100 
24 9237 6 |qb| AAB80512. 1 | 158184 Sequence 7 from patent US 561000 
3993850 |qb|AAC87278. 1 | AR007 64 4 Sequence 11 from patent US . . . 
3992566 1 qb | AAC85993 . 1 | AR005510 Sequence 88 from patent US 57 4 
4 0114 091 |qb| AAR55230. 1 1 Sequence 179 from patent US 661333... 
3992568 1 qb 1 AAC85995 . 1 IAR005512 Sequence 90 from patent US 574 
6001423 |qb| AAE22385. 1 | Sequence 12 from patent US 5854001 ... 
33759563 | qbl AAQ52053. 1 | Sequence 24 from patent US 6593083... 



141014 37 | qb[AAE53754 . 1 | 



141014391qblAAE53756.1| 



14101449|qb| AAE53766. 1 | 



7591532 6 | qbl ABA29880. 1 | 



Sequence 
Sequence 
Sequence 
Sequence 
Sequence 

Sequence .80 from patent US 6977144 
39924 87 | qbl AAC85914 . 1 IAR0054 31 Sequence 9 from patent US 5747 
427 13600 | qbl AAS36747.il Sequence 50 from patent US 6692907... 



33767210 | qb| AAQ52972. 1 | 



150 from patent US 6150087 
156 from patent US 6150087 
172 from patent US 6150087 
40 from patent US 6921634 
16 from patent US 6596476 



91126690 I qbl ABE13381. 1 1 



40114102 | qb| AAR5524 0. 1 | 



42713619|qb|AAS36766. 



911719|qb|AAA71173.1i 



Sequence 
1 1 Sequence 
Sequence 8 



16219211|qb|AAE73970,l| 



16219221 | qb| AAE7397 6.1 | 



14101438|qb|AAE53755.1| 



401609571qb|AAR67309.1| 



16219219|qb|AAE73975.1| 



42713683|qb|AAS36830.1| 



42713552|qb|AAS36699.1| 



189 from patent US 661333... 
69 from patent US 6692907 
from patent US 5428145 
36 from patent US 6245503... 
48 from patent US 6245503... 
152 from patent US 6150087 
30 from patent US 6635257... 
46 from patent US 6245503... 
133 from patent US 6692907 
2 from patent US 6692907 
42 from patent US 6245503... 
4 from patent US 6670114 
50 from patent US 6245503... 
38 from patent US 6245503... 

190 from patent US 661333... 
unnamed protein product [unidentified 

unnamed protein product [synthetic c 
24 92379 I qb | AAB80515 . 1 1 158187 Sequence 11 from patent US 56100 
16219217 | qb| AAE73974 . 1 | Sequence 44 from patent US 6245503... 
12824 387 | qb | AAE4 9293 . 1 | Sequence 93 from patent US 61104 65 



16219215|qb|AAE73973.1| 



42669271|qb|AAS24964.1| 



16219223|qb|AAE73977.1| 



16219212|qb|AAE73971.1| 



40114103|qb|AAR55241.1| 



Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
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qi | 24 9237 8 |qb|AAB80514 . 1 [ 15818 6 Sequence 10 from patent US 56100 27.3 7.9 

qi | 16219213 1 qb I AAE73972 . 1 | Sequence 40 from patent US 6245503... 26.9 7.9 

qi I 4 0114 118 Iqb I AAR55252.il Sequence 201 from patent US 661333... 26. 9 8.3 

qi | 3992565 | qb I AAC85992 . 1 | ARQ05509 Sequence 87 from patent US 574 26.9 8.5 

qi|24 92385]qb|AAB80521. 1 | 158193 Sequence 17 from patent US 56100 26.9 9.5 

qil 14103322 | qb 1AAE54756.1I Sequence 5 from patent US 6153421 26.9 9.8 



Alignments 

Get selected sequences 1 j SelecFall j Deselect all | j Distance tree of results | 



> r qi I 56627 909 |qb | AAWO 62 4 5. 1 1 Sequence 4 from patent US 6797809 
qi|4Q158517|qb| AAR66374 . 1 | Sequence 4 from patent US 6632601 
qi I 21714 050 1 emb | CAD38233 . 1 1 unnamed protein product [synthetic construct] 

Length=1099 

Score = 43.1 bits (100), Expect = le-04, Method: Composition-based stats. 
Identities = 21/21 (100%), Positives = 21/21 (100%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSGFVSLFAPGAKQN 
Sbjct 17 9 GSAARTTSGFVSLFAPGAKQN 199 



Score = 35.4 bits (80), Expect = 0.022, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AARTTSG SLF+PGA QN 
Sbjct 206 GAAARTTSGLTSLFSPGASQN 226 



>C qil 4 01537 69 Iqb | AAR65055.il Sequence 5 from patent US 6630298 

qi|21Q66311| emb | CAD32155 . 1 j unnamed protein product [synthetic construct] 
Length=829 

Score = 42.0 bits (97), Expect = 2e-04, Method: Composition-based stats. 
Identities = 21/21 (100%), Positives = 21/21 (100%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSGFVSLFAPGAKQN 
Sbjct 92 GSAARTTSGFVSLFAPGAKQN 112 



Score = 34.7 bits (78), Expect = 0.039, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AARTTSG SLF+PGA QN 
Sbjct 119 GAAARTTSGLTSLFSPGASQN 139 



> r qi I 20221594 [ qb | AAE87 167 . 1 1 Sequence 3 from patent US 6326171 

qi| 29718028 |qb 1AAP01124.1I Sequence 4 from patent US 6521423 
Length=663 

Score =38.1 bits (87), Expect = 0.003, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 
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Distance tree of results 



Sequences producing significant alignments: 
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qi | 4 36988 |qb| AAA4 56Q1 . 1 1 putative 36.6 0.28 

qi I 764 9227 | qb I AAF65803 . 1 1 polyprotein precursor [Hepatitis C vir 36.6 0.30 

qi | 37 957231 1 qb | AAP03945 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.32 

qi | 33337017 | qb | AAQ1317 6.il polyprotein [Hepatitis C virus] 36.2 0.32 

qi | 33337005 I qb | AAQ13170. 1] polyprotein [Hepatitis C virus] 36.2 0.32 

qi | 678108 55 | qb | AAY82015. 1| polyprotein [Hepatitis C virus] 36.2 0.32 

qi | 67 810853 I qb[AAY82014 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.32 

qi | 134 48514 | qb | AAK2707 9 . 1 | polyprotein [Hepatitis C virus] 36.2 0.33 

qi | 7 670859 | qb | AAF6624 9. 1 1 polyprotein precursor [Hepatitis C vir 36.2 0.34 

qi | 33336981 ]qb | AAQ13158 . 1 | polyprotein [Hepatitis C virus] 36.2 0.34 

qi 1 44 69531 |qb| AAD21305. 1 | polyprotein [Hepatitis C virus] 36.2 0.34 

qi I 33337 04 5 | qb | AAQ13190 . 1 [ polyprotein [Hepatitis C virus] 36.2 0.36 

qi 1 134 4 8244 | qb | AAK26946 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.36 

qi | 33337025 | qb | AAQ13180 . 1 | polyprotein [Hepatitis C virus] 36.2 0.36 

qi | 33337021 | qb | AAQ13178 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.36 

qi | 33336921 1 qb| AAQ13128 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.36 

qi | 53802198 | qb I AAU9427Q . 1 | polyprotein [Hepatitis C virus] 36.2 0.38 

qi | 13448555 1 qb I AAK27 099. 1 | polyprotein [Hepatitis C virus] 36.2 0.39 

qi | 33336927 | qb | AAQ13131 . 1 | polyprotein [Hepatitis C virus] 36.2 0.39 

qi 1 37 957251 | qb | AAP03954 . 1 | polyprotein [Hepatitis C virus] 36.2 0.40 

qi | 37 957229 |qb[AAPQ394 4 . 1 | polyprotein [Hepatitis C virus] 36.2 0.40 

qi | 33336925 | qblAAQ13 130. 1 1 polyprotein [Hepatitis C virus] >g. . . 36. 2 0.40 

qi 1 333364 95 I qb 1 AAQ12 915 . 1 1 polyprotein [Hepatitis C virus] 36.2 0.40 

qi | 33337001 1 qb| AAQ13168 . 1 1 polyprotein [Hepatitis C virus] 35.8 0.40 

qi | 1334 4 963 | qb | AAK19135 . 1 | polyprotein precursor [Hepatitis C vi 35.8 0.41 

qi 1 7 670871 1 qb | AAF66255 . 1 | polyprotein precursor [Hepatitis C vir 35. 8 0.41 

qi 153802217 | qb I AAU9427 8 . 1 | polyprotein [Hepatitis C virus] 35.8 0.41 

qi | 33336881 | qb I AAQ13108 . 1 | polyprotein [Hepatitis C virus] 35.8 0.41 

qi | 37 95724 4 | qb | AAPQ3951 . 1 | polyprotein [Hepatitis C virus] 35.8 0.41 

qi 1 37 957239|qb|AAP0394 9. 1 | polyprotein [Hepatitis C virus] >g . . . 35.8 0.42 

qi | 3333688 9 | qb I AAQ13112 . 1 | polyprotein [Hepatitis C virus] 35.8 0.42 

qi | 134 4 8238 jqbl AAK2 694 3. 1 I polyprotein [Hepatitis C virus] 35.8 0.42 

qi I 7 670919 | qb | AAF66279. 1 | polyprotein precursor [Hepatitis C vir 35 . 8 0.42 

qi I 7 670867 1 qb | AAF66253 . 1 1 polyprotein precursor [Hepatitis C vir 35 . 8 0.42 

qi 1 33336867 | qb 1 AAQ13101 . 1 1 polyprotein [Hepatitis C virus] >g. . . 35.8 0.43 

qi I 33336885 | qb 1 AAQ13110 . 1 1 polyprotein [Hepatitis C virus] 35.8 0.44 

qi 1 16518684 | qb | AAL24 94 3 . 1 1 glycoprotein [Hepatitis C virus] 35.8 0.44 

qi | 7 6708 61 | qb | AAF66250. 1 | polyprotein precursor [Hepatitis C vir 35.8 0.4 4 

qi 1 7 670939 | qb 1 AAF66289. 1 | polyprotein precursor [Hepatitis C vir 35. 8 0.4 5 

qi | 33336909 [qb | AAQ13122.1 | polyprotein [Hepatitis C virus] 35.8 0.47 

qi 1 4 927 4 91 | qb | AAD33137 . 1 | polyprotein [Hepatitis C virus] 35.8 0.47 

qi | 37 957257 |qb| AAP03 957 . 1 | polyprotein [Hepatitis C virus] 35.8 0.48 

qi 1 134 4 8474 | qb | AAK27 059 . 1 | polyprotein [Hepatitis C virus] 35.8 0.4 9 

qi 1 37 957255 I qb 1 AAP03956 . 1 1 polyprotein [Hepatitis C virus] 35.8 0.50 

qi | 134 4 8502 1 qb 1 AAK27 07 3 . 1 | polyprotein [Hepatitis C virus] 35.8 0.50 

qi | 379571791 qbl AAP03919 . 1 I polyprotein [Hepatitis C virus] 35.8 0.50 

qi I 134 4 8524 | qb | AAK27 084 . 1 | polyprotein [Hepatitis C virus] 35.8 0.51 

qi | 37 957 24 91 qb| AAP03953. 1 | polyprotein [Hepatitis C virus] 35. 8 0.52 

qi | 37 95724 6 Iqb | AAP03952 . 1 | polyprotein [Hepatitis C virus] 35.8 0.52 

qi 1 33336887 1 qb| AAQ13111 . 1 | polyprotein [Hepatitis C virus] 35. 8 0.52 

qi 1 5 38017 42 |qb | AAU94 04 4 . 1 ) polyprotein [Hepatitis C virus] 35.8 0.52 

qi | 4 927 58 9 |gb| AAD33166. 1 I polyprotein [Hepatitis C virus] 35 . 4 0.55 

qi| 4 9274 96|qb|AAD3314 2. 1 1 polyprotein [Hepatitis C virus] >gi . . . 35. 4 0.55 

qi | 53801730 I qb | AAU94 038 . 1 | polyprotein [Hepatitis C virus] 35 . 4 0.55 

qi I 51558189 | qb | AAU06654 . 1 1 envelope glycoprotein [Hepatitis C vi 35. 4 0.56 

qi | 5380172 6 | qb | AAU94 036. 1 [ polyprotein [Hepatitis C virus] 35.4 0.56 

qi 153801734 | qb | AAU94 040 . 1 | polyprotein [Hepatitis C virus] 35.4 0.57 

qi | 333368 63 | qb | AAQ13Q99 . 1 1 polyprotein [Hepatitis C virus] 35. 4 0.57 

qi I 385395251 qb I AAR23635 . 1 1 polyprotein [Hepatitis C virus] 35.4 0.58 

qi|221688|dbj IBAA14118.il X protein [Hepatitis C virus] 35.4 0.58 

qi| 37957233|qb|AAP0394 6. 1 1 polyprotein [Hepatitis C virus] 35.4 0.59 
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qi 1 94 3178 55 1 qb | ABF15187 . 1 | polyprotein precursor [Hepatitis C vi 34 . 7 1.0 

qi I 7 670903 | qb 1 AAF66271 . 1 1 polyprotein precursor [Hepatitis C vir 34 . 7 1.0 

qi| 64501443 1 qb | AAY4 1689. 1 | envelope [Hepatitis C virus] 34 .7 1.0 

qi | 33336997 | qb | AAQ131 66 . 1 1 polyprotein [Hepatitis G virus] >g . . . 34 . 7 1.0 

qi | 7 64 9237 | qb 1 AAF65808 . 1 | polyprotein precursor [Hepatitis C vir 34 . 7 1.0 

qi[ 33336507 1 qb|AAQ12921. II polyprotein [Hepatitis C virus] 34 .7 1.0 

qi | 44 69530 | qb I AAD21304 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi | 50235322 | qb | AAT69968 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi | 33637202 1 qb [ AAQ23757 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi | 764 9233 |qb| AAF65806. 1 | polyprotein precursor [Hepatitis C ... 34 .7 1.1 

qi I 33637208 | qb | AAQ237 60 . 1 1 polyprotein [Hepatitis C virus] 34 .7 1.1 

qi I 7 670911 1 qb | AAF66275 . 1 1 polyprotein precursor [Hepatitis C vir 34 . 7 1.1 

qi | 7 670863 | qb 1 AAF66251 . 1 | polyprotein precursor [Hepatitis C vir 34 . 7 1.1 

qi | 538018 65 | qb 1 AAU94105 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi 1 134482851 qbl AAK2 6966.1 1 polyprotein [Hepatitis C virus] 34 .7 1.1 

qi I 7 64 92 35 | qb 1 AAF658 07 . 1 | polyprotein precursor [Hepatitis C ... 34 . 7 1.1 

qi | 4 927 57 6 | qb I AAD33153 . 1 1 polyprotein [Hepatitis C virus] 34 . 7 1.1 

qi [ 33336831 | qb 1 AAQ13083 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi [ 3333677 9 | qb | AAQ13057. 1 | polyprotein [Hepatitis C virus] 34 .7 1.1 

qi ! 33336661 1 qbl AAQ12 998 . 1 1 polyprotein [Hepatitis C virus] 34 .7 1.1 

qi | 134 4 8354 ] qb 1 AAK270Q0 . 1 | polyprotein [Hepatitis C virus] 34 .7 1.2 

qi 1 84 380361 1 qb| ABC58410. 1 | polyprotein [Hepatitis C virus] 34 .7 1.2 

qi | 37 957197 | qb| AAP03928. 1 | polyprotein [Hepatitis C virus] 34 .3 1.2 

qi | 5 918 965 I qb | AAD56198 . 1 1 polyprotein [Hepatitis C virus] 34 . 3 1.2 

qi I 90658415 | qb| ABD97 104 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.2 

qi | 134 4 82 90 | qb| AAK2 6968 . 1 I polyprotein [Hepatitis C virus] 34 .3 1.2 

qi | 33336593 I qb| AAQ12 964 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.2 

qi | 33637190 |qb| AAQ237 51. 1 | polyprotein [Hepatitis C virus] 34 .3 1.2 

qi | 134 4 8352 | qbl AAK2 6999.1 | polyprotein [Hepatitis C virus] 34 . 3 1.2 

qi | 134 4 8287 | qb| AAK2 6967.1 | polyprotein [Hepatitis C virus] 34 . 3 1.2 

qi I 33336539 | qb| AAQ12 937.1 | polyprotein [Hepatitis C virus] >g. . . 34 .3 1.2 

qi | 33337031 | qb 1 AAQ13183 . 1 | polyprotein [Hepatitis C virus] 34 .3 1.2 

qi | 33336801 | qb | AAQ13068 . 1 | polyprotein [Hepatitis C virus] >g... 34 .3 1.2 

qi | 7 64 9251 1 qb | AAF65815 . 1 1 polyprotein precursor [Hepatitis C vir 34 . 3 1.2 

qi 1 37957131 1 qb| AAP038 95. 1 | polyprotein [Hepatitis C virus] 34 .3 1.3 

qi | 56342211 | dbj 1BAD7 3983. 1 | polyprotein [Hepatitis C virus type 34 .3 1.3 

qi | 333366591 qb| AAQ12 997 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.3 

qi | 7 64 924 9|qb|AAF65814 . 1 | polyprotein precursor [Hepatitis C vir 34 . 3 1.3 

qi | 33336725 I qb | AAQ1303Q . 1 1 polyprotein [Hepatitis C virus] >g. . . 34 . 3 1.3 

qi | 33336535 | qb | AAQ12 935 . 1 1 polyprotein [Hepatitis C virus] >g... 34 . 3 1.3 

qi | 134 4 8283 | qb | AAK26965 . 1 | polyprotein [Hepatitis C virus] 34 .3 1.3 

qi | 3333697 3 | qb| AAQ13154 . 1 | polyprotein [Hepatitis C virus] 34 .3 1.3 

Qi | 58220848 | qb | AAW68051 . 1 | envelope protein [synthetic construct 34 . 3 1.3 

qi | 3333654 3 I qb I AAQ12939. 1 1 polyprotein [Hepatitis C virus] 34.3 1.3 

qi | 62554 071 1 dbj [BAD95611. 1 | polyprotein [Hepatitis C virus] 34 .3 1.3 

qi | 33637198 |qb| AAQ23755. 1 | polyprotein [Hepatitis C virus] 34 .3 1.3 

qi | 33336877 ) qb | AAQ1310 6 . 1 | polyprotein [Hepatitis C virus] 34 .3 1.4 

qi | 33336983 I qb| AAQ13159. 1 I polyprotein [Hepatitis C virus] 34 . 3 1.4 

qi | 134 4 8 64 6 I qb | AAK2714 4 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.4 

qi | 1334 4 957 | qb | AAK1 9132 . 1 | polyprotein precursor [Hepatitis C vi 34 .3 1.4 

qi I 7 670915 | qb I AAF66277 . 1 1 polyprotein precursor [Hepatitis C vir 34 . 3 1.4 

qi | 333366631 qb| AAQ12999. 1 | polyprotein [Hepatitis C virus] 34 . 3 1.4 

qi | 33336929 I qb I AAQ13132. 1 1 polyprotein [Hepatitis C virus] 34.3 1.4 

qi | 33637206 Iqb | AAQ2375 9. 1 1 polyprotein [Hepatitis C virus] 34 . 3 1.4 

qi | 7 670913 |qb| AAF6627 6. 1 1 polyprotein precursor [Hepatitis C vir 34 . 3 1.4 

qi 1 7 650256|qb|AAF65959. 1 1 polyprotein [Hepatitis C virus] 34 . 3 1.4 

qi | 84 380358 I qbl ABC584 09. 1 1 polyprotein [Hepatitis C virus] >g. . . 34 . 3 1.4 

qi I 594 74 | emb | CAA37292 . 1 1 unnamed protein product [Hepatitis C vi 34 . 3 1.5 

qi | 4 927 628 I qb | AAD33205 . 1 1 polyprotein [Hepatitis C virus] 34.3 1.5 

qi | 4 927 605 | qb I AAD33182. 1 | polyprotein [Hepatitis C virus] 34 . 3 1.5 

qi | 4 927 572 |qb| AAD3314 9. 1 | polyprotein [Hepatitis C virus] 34 .3 1.5 
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qi | 33637212 | qb | AAQ237 62. 1 I polyprotein [Hepatitis C virus] 34 .3 1.5 

qi | 33336529 | qb[AAQ12 932. 1 | polyprotein [Hepatitis C virus] 34 .3 1.5 

qi I 16518 682 |qb| AAL24 94 2.1 j glycoprotein [Hepatitis C virus] >... 34 .3 1.5 

qi 1 2034 0011 | qb I AAM19658 . 1 | E1/E2 protein [Hepatitis C virus] 34 .3 1.5 

qi | 44 69527 [qb | AAD2 1301 . 1 | polyprotein [Hepatitis C virus] 34 .3 1.5 

qi| 3333 694 5| qb | AAQ1314 0.il polyprotein [Hepatitis C virus] 34 .3 1.5 

qi | 134 48234 | qb 1 AAK2 6941 . 1 | polyprotein [Hepatitis C virus] 34 . 3 1.5 

qi|22129793|ref |NP 671491.11 polyprotein [Hepatitis C virus] ... 34 .3 1.5 B 

qi | 4 927597 |qblAAD33174 . 1| polyprotein [Hepatitis C virus] 33.9 1.5 

qi 1 33336781 | qb| AAQ13058 . 1 I polyprotein [Hepatitis C virus] 33. 9 1.6 

qil 33336511 | qb | AAQ12923 . 1 \ polyprotein [Hepatitis C virus] 33. 9 1.6 

qi | 333364 8 1 1 qb | AAQ12908 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.6 

qi | 7 67 0929 |qb I AAF66284 . 1 | polyprotein precursor [Hepatitis C vir 33. 9 1.6 

qi | 134 4 82661 qb | AAK2 6957 . 1 1 polyprotein [Hepatitis C virus] 33.9 1.6 

qi| 333367 55 | qb | AAQ1 304 5.1 1 polyprotein [Hepatitis C virus] >g. . . 33. 9 1.6 

qi | 239557591 qb | AAN4 0611 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.6 

qi | 1334 4 961 | qb | AAK1 9134 . 1 | polyprotein precursor [Hepatitis C vi 33. 9 1.6 

qi | 44 69528 |qb| AAD21302. 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 134 4 8232 | qb | AAK2 694 0. 1 | polyprotein [Hepatitis C virus] >g... 33. 9 1.7 

qi | 134 4 8226 | qb | AAK2 6937. 1 | polyprotein [Hepatitis C virus] 33.9 1.7 

qi | 4 927 608 |qb| AAD33185. 1 I polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 4 927 622 |qb| AAD33199. 1 1 polyprotein [Hepatitis C virus] >gi . . . 33. 9 1.7 

qi | 4 927 568 |qb| AAD3314 5 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 2034 0013 |qb| AAM19659. 1 1 E1/E2 protein [Hepatitis C virus] 33. 9 1.7 

qi | 221512 Idbj I BAA00705 . 1 | structural protein [Hepatitis C virus] 33. 9 1.7 

qi | 333367 95 | qb | AAQ13065 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 333367 63 |qb| AAQ1304 9. 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 134 4 84 54 | qb | AAK2704 9 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 538017221 qb | AAU94 034 . 1 | polyprotein [Hepatitis C virus] 33.9 1.7 

qil 6521009 |dbj [BAA88 057.il polyprotein [Hepatitis C virus (is... 33. 9 1.7 

qi | 33637210 | qb 1 AAQ237 61 . 1 I polyprotein [Hepatitis C virus] 33. 9 1.7 

qi I 134 4 84 78 | qb | AAK27 061 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.7 

qi | 4 927 632 1 qb | AAD33209 . 1 | polyprotein [Hepatitis C virus] >gi . . . 33. 9 1.7 

qi| 134 4 82 92 | qb | AAK2 6969. 1 1 polyprotein [Hepatitis C virus] 33. 9 1.7 

qi| 134 4 8224 | qb I AAK2 6936 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.7 

qi| 2034 0017 | qb I AAM1 9661 . 1 | E1/E2 protein [Hepatitis C virus] ... 33. 9 1.7 

qi| 1372 958|qb|AAB02127. 1| polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 30025530 | qb [ AAP04 37 9 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 927 62 9 | qb | AAD33206 . 1 1 polyprotein [Hepatitis C virus] 33.9 1.8 

qi| 4927609|qb|AAD33186. 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 927 631 | qb | AAD33208 . 1 | polyprotein [Hepatitis C virus] >gi . . . 33. 9 1.8 

qi | 4 927 580 |qb| AAD33157 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 33336509 I qb I AAQ12922 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 22385223 | qb | AAM96142 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi| 134 48330 Iqb | AAK2 6988. 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi| 134 4 8260 I qb | AAK2 6954 .1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 4 6952 9 | qb | AAD21303 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 333367 31 I qb | AAQ13Q33 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 23955751 1 qb| AAN4 06Q7 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 2395574 9 | qb I AAN4 0606 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

gi| 3333674 9 |qb | AAQ1 304 2. 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 33336717 |qb | AAQ1 302 6. 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 134 4 8220 | qb | AAK2 6934 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 927 611 1 qb | AAD33188 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi| 4 927 604 | qb | AAD33181 . 1 | polyprotein [Hepatitis C virus] 33.9 1.8 

qi | 4 927 600 I qb I AAD33177 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 927 595 I qb I AAD33172 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 4 927 620 I qb I AAD33197 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.8 

qi | 3333664 5 | qb | AAQ12990 . 1 1 polyprotein [Hepatitis C virus] 33.9 1.9 

qi | 33637200 | qb | AAQ23756. 1 1 polyprotein [Hepatitis C virus] 33.9 1.9 

qi I 2964 7 94 5 I qb | AA087 872 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.9 
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qil 134 4 8228 | qb] AAK26938. 1 1 polyprotein [Hepatitis C virus] 33. 9 1.9 

qil 134 4 8222 |qb| AAK26935. 1 1 polyprotein [Hepatitis C virus] 33. 9 1.9 

qi | 4 927633 | Qb 1 AAD33210 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qi | 4 927 615 | qb 1 AAD33192 . 1 1 polyprotein [Hepatitis C virus] 33. 9 1.9 

qi 1 4 927 585 1 qb I AAD331 62 . 1 | polyprotein [Hepatitis C virus] >gi . . . 33. 9 1.9 

qi| 4 36992 |qb| AAA4 5602. 1 1 putative 33. 9 1.9 

qil 37 957253 | qb I AAP03955. 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qi | 33637196 |qb| AAQ23754 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qi I 16518 64 4 | qb | AAL24 923 . 1 1 glycoprotein [Hepatitis C virus] 33. 9 1.9 

qi | 134 4 84 47 |qb| AAK2704 6. 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qi | 134 48332 | qb | AAK2 6989 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qil 6781087 5 I qb I AAY82024 . 1 1 polyprotein [Hepatitis C virus] >g. . . 33. 9 1.9 

qi | 44 69504 | qb| AAD21278 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qil 4 36990 |qb| AAA72 391. 1 | [Hepatitis C virus gene, partial cds . ] , 33. 9 1.9 

qi | 134 4 8328 | qb | AAK2 6987 . 1 | polyprotein [Hepatitis C virus] 33. 9 1.9 

qi | 134 48312 | qb | AAK2697 9 . 1 | polyprotein [Hepatitis C virus] 33. 9 2.0 

qi | 44 69514 | qb | AAD21288 . 1 1 polyprotein [Hepatitis C virus] 33. 9 2.0 

qi | 20340019 | qb | AAM1 9662. 1 | E1/E2 protein [Hepatitis C virus] ... 33. 9 2.0 

qi | 7 6708 73 | qb IAAF66256.il polyprotein precursor [Hepatitis C vir 33. 9 2.0 

qi | 4 927 6061 qb| AAD33183. 1 | polyprotein [Hepatitis C virus] 33. 9 2.0 

qi | 4 927 603 |qb| AAD33180. 1 1 polyprotein [Hepatitis C virus] >gi . . . 33. 9 2.0 

qi I 4 469505 | qb | AAD2127 9 . 1 1 polyprotein [Hepatitis C virus] 33. 9 2.0 

qi | 13448476 | qb | AAK27060 . 1 | polyprotein [Hepatitis C virus] 33. 9 2.0 

qi | 20339987 |qb| AAM1964 6. 1 | E1/E2 protein [Hepatitis C virus] ... 33. 9 2.0 

qi | 16517 602 |qb| AAL24 7 63. 1 | polyprotein [Hepatitis C virus] 33. 9 2.0 

qi| 4 038 9093 |qb| AAR85724.il E2 [Hepatitis C virus] 33.5 2.0 

qi | 1334 4 951 1 qb | AAK19129 . 1 | polyprotein precursor [Hepatitis C vi 33.5 2.0 

qi | 16517 673 I qb I AAL24 7 98 . 1 | polyprotein [Hepatitis C virus] 33.5 2.0 

qi I 5634 2217 | dbj IBAD7 398 6. 1 1 polyprotein [Hepatitis C virus type 33. 5 2.0 

qi I 4 927 625 | qb I AAD33202 . 1 1 polyprotein [Hepatitis C virus] 33. 5 2.0 

qi | 4 927 627 |qb| AAD33204 . 1 | polyprotein [Hepatitis C virus] >gi . . . 33. 5 2.0 

qi 1 4 927 62 61 qb | AAD33203. 1 | polyprotein [Hepatitis C virus] 33. 5 2.0 

qil 37 957173 Iqbj AAP03916.1 | polyprotein (Hepatitis C virus] 33. 5 2.0 

qi | 33336859 | qb| AAQ13097 . 1 | polyprotein [Hepatitis C virus] 33. 5 2.0 

qi I 16517 620 | qb | AAL24 772 . 1 1 polyprotein [Hepatitis C virus] 33. 5 2.0 

qil 20339983 |qb| AAM19 64 4 .1 | E1/E2 protein [Hepatitis C virus] ... 33. 5 2.0 

qi I 4 64 037 31 1 qb|AAS92 927 . 1 | E1E2 region of HCV polyprotein [sy. . . 33.5 2.0 

qil 7 67 08 65 |qb| AAF662 52. 1 | polyprotein precursor [Hepatitis C vir 33. 5 2.1 

qi | 4 038 9227 | qb | AAR85791 . 1 1 E2 [Hepatitis C virus] 33.5 2.1 

qi | 4 038 904 7 |qb|AAR8 57 01 . 1 | E2 [Hepatitis C virus] 33.5 2.1 

qi | 22385227 j qb | AAM9614 4 . 1 1 polyprotein [Hepatitis C virus] 33.5 2.1 

qi | 16517 628 |qb| AAL24 7 7 6. 1 | polyprotein [Hepatitis C virus] 33.5 2.1 

qi | 134 4 8300 I qb | AAK2 6973. 1 1 polyprotein [Hepatitis C virus] 33. 5 2.1 

qi | 16517 616|qb|AAL24 7 70. 1 | polyprotein [Hepatitis C virus] 33. 5 2.1 

qi | 7 67 0925 | qb | AAF66282 . 1 | polyprotein precursor [Hepatitis C ... 33. 5 2.1 

qi| 4 038 9307 | qb | AAR8 5831 . 1 I E2 [Hepatitis C virus] 33.5 2.1 

qi| 134 4 8324 | qb | AAK26985 . 1 | polyprotein [Hepatitis C virus] 33.5 2.1 

qi| 4 927 618 |qb| AAD331 95. 1 [ polyprotein [Hepatitis C virus] 33. 5 2.1 

qi | 4 4 69515 I qb | AAD2128 9 . 1 1 polyprotein [Hepatitis C virus] 33. 5 2.1 

qi I 16518 64 2 | qb | AAL24 922 . 1 1 glycoprotein [Hepatitis C virus] >... 33. 5 2.1 

qi | 4 927 5 67 | qb | AAD3314 4 . 1 | polyprotein [Hepatitis C virus] 33.5 2.1 

qi | 16517 608 |qb| AAL24 7 66. 1 | polyprotein [Hepatitis C virus] 33.5 2.2 

qi | 134 4 8 302 |qb| AAK2 697 4 . 1 | polyprotein [Hepatitis C virus] 33. 5 2.2 

qi I 4 927 624 | qb| AAD33201 . 1 1 polyprotein [Hepatitis C virus] 33.5 2.2 

qi I 4 927 612 | qb I AAD3318 9 . 1 1 polyprotein [Hepatitis C virus] 33.5 2.2 

qi | 13448460 | qb | AAK27Q52 . 1 | polyprotein [Hepatitis C virus] 33.5 2.2 

qi | 4 927 602 | qb I AAD3317 9 . 1 I polyprotein [Hepatitis C virus] 33.5 2.2 

qi | 134 4 84 64 |qb| AAK27054 . 1 | polyprotein [Hepatitis C virus] 33.5 2.2 

qi| 134 4 84 37 | qb | AAK27041.il polyprotein [Hepatitis C virus] 33. 5 2.2 

qi | 134 4 84 56 | qb | AAK27050. 1 1 polyprotein [Hepatitis C virus] >g. . . 33.5 2.2 

qi | 33413931 | qb | AAP55691 . 1 | polyprotein [Hepatitis C virus] 33. 5 2.2 
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oi 


7 6708 69|qb|AAF66254 . 


1 1 


oi 


3242384 0 |qb| AAP81306 


. 1 | 


ai 
y - L 


13448358 | qb| AAK27 002 


■ 1 1 


ai 
y - L 


4 927 601 | qb| AAD3317 8 . 


1 1 


ai 


4 0389325 |qb| AAR85840 


. 1 1 


Qi 


13448274 |qb|AAK26961 


. 1 | 


qi 


16517 624 |qb| AAL24 774 


. 1 | 


ai 


4 927 630 | qb I AAD33207 . 


1 1 


ai 


4 927 571 | qb| AAD3314 8 . 


1 1 


ai 


16517 67 9 | qb| AAL24 801 


. 1 1 


ai 


3333684 5 | qb| AAQ13090 


. 1 1 


ai 


13448415 | qb| AAK27030 


. 1 | 


ai 


134 4 8 304 | qb| AAK2 697 5 


. 1 | 


ai 


67 81085 9 | qb | AAY82 017 


. 1 1 


ai 


13448482 | qb | AAK27 063 


. 1 1 


ai 


134 4 8362 |qb| AAK27 004 


. 1 1 


ai 


22385183 | qb | AAM96123 


. 1 1 


ai 


22385238 |qb| AAM9614 9 


. 1 | 


ai 


13448547 | qb | AAK2 7 095 


. 1 1 


ai 
y x 


13448484 | qb | AAK27064 


, l | 


ai 


134 4 84 68 |qb| AAK27 056 


. 1 1 


ai 


13448445 | qb | AAK27045 


. 1 | 


ai 


16517376 | qb | AAL24 650 


. 1 1 


ai 


4 927582 | qb | AAD33159 . 


1 | 


ai 


678108 64 | qb | AAY82019 


. 1 1 


ai 
y - 1 - 


20339989 |qb | AAM1964 7 


. 1 | 


ai 
y 


7 670907 | qb| AAF6627 3. 


1 1 


ai 
y J - 


4 038 9211 |qb| AAR857 83 


. 1 | 


qi 


33637 391 | qb | AAQ23851 


. 1 | 


ai 


53801929 | qb| AAU94137 


. 1 | 


ai 


40389407|qb| AAR85881 


. 1 1 


ai 


4 038 9299 | qb | AAR85827 


. 1 1 


ai 
y - u 


40389139 | qb | AAR857 4 7 


. 1 1 


ai 


4 0389039 | qb | AAR8 5697 


. 1 | 


ai 
y .. 


3333717 9 | qb I AAQ13257 


. 1 | 


ai 
y .-. 


53802164 | qb| AAU94 253 


. 1 1 


ai 


7 67087 5 | qb| AAF66257 . 


1 1 


ai 


134484701 qb| AAK27 057 


. 1 1 


ai 
y - 1 - 


134 4 84 66 | qb I AAK27055 


. 1 1 


ai 
y x 


16517 630 | qb| AAL2 4 77 7 


. 1 j 


ai 


3242384 4 | qb j AAP81308 


. 1 I 


ai 
y j- 


33337185|qb| AAQ13260 


. 1 | 


ai 
y x 


538019231 qb| AAU94 134 


• 1 1 


ai 
y - 1 - 


33337145|qb| AAQ1324 0 


. 1 1 


ai 
y - L 


94 322859 | qb| ABF17 689 


. 1 | 


ai 
y J - 


13448433 | qb | AAK27 03 9 


. 1 | 


ai 
y.-h.. 


53801921 | qb| AAU94133 


. 1 1 


ai 


53801909 1 abl AAU94127 


. 1 1 


ai 

y_ ,. 


13448506 | qb | AAK27075 


. 1 1 


ai 


22385185 | qb | AAM96124 


. 1 | 


ai 


30025526 |qb | AAP04 377 


. 1 | 


ai 


77285511 abl AAF68724 


1 1 


ai 


538017 24 1 qb 1 AAU94 035 


. 1 1 


ai 
y - 1 - 


67 8108 68 1 ab 1 AAY82021 


. l | 


ai 


53802168 | qbl AAU94 255 


. l | 


ai 


67 810857 | qb| AAY8 2016 


. 1 | 


ai 


538021721 abl AAU94 257 


. 1 1 


qi 


53802170 | qbl AAU94 25 6 


. 1 1 


gi 


40389167 |qb| AAR85761 


.11 


qi 


33336619|qb|AAQ12977 


. 1 1 


qi 


40389389|qb|AAR85872 


.11 
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qi | 3333697 9 jqbl AAQ13157. 1 | polyprotein [Hepatitis C virus] 33. 1 2.8 

qil 4038 9277 | qb 1 AAR85816 . 1 | E2 [Hepatitis C virus] >gi | 4038915 .. . 33.1 2.8 

qi | 13448504 |qb|AAK27074 . 1 | polyprotein [Hepatitis C virus] 33. 1 2.8 

qil 20339825 I qb | AAM19566. 1 1 E1/E2 protein [Hepatitis C virus] 33. 1 2.8 

qil 20339823 I qb | AAM19565. 1 1 E1/E2 protein [Hepatitis C virus] 33.1 2.8 

qi| 134 484 86 I qb I AAK27065. 1 1 polyprotein [Hepatitis C virus] 33. 1 2.8 

qi| 53802211 | qb I AAU94275. 1 | polyprotein [Hepatitis C virus] 33. 1 2.8 

qi| 93975|pir | IS24082 envelope protein - hepatitis C virus ( f ragm 33. 1 2.8 

qi | 33337229 I qb | AAQ13282. 1 1 polyprotein [Hepatitis C virus] 33 . 1 2.8 

qi | 33337163 |qb| AAQ132 4 9. 1 | polyprotein [Hepatitis C virus] 33. 1 2.8 

qi | 134 4 8298 | qb | AAK26972 . 1 | polyprotein [Hepatitis C virus] 33. 1 2.9 

qi | 4 0389365 I qb I AAR858 60 . 1 1 E2 [Hepatitis C virus] 33. 1 2.9 

qi | 33337 059 |qb|AAQ13197 . 1 | polyprotein [Hepatitis C virus] 33. 1 2.9 

qi | 333364 8 5 I qb I AAQ12910 . 1 | polyprotein [Hepatitis C virus] 33. 1 2.9 

qi | 53801933 | qb | AAU94 139 . 1 | polyprotein [Hepatitis C virus] 33. 1 2.9 

qi | 56406528 | qb | AAV87 613 . 1 1 polyprotein [Hepatitis C virus] 33. 1 3.0 

qi| 195697 33 | qb | AAL92 158. 1 | polyprotein [Hepatitis C virus] 33. 1 3.0 

qil 134 4 84 94 | qb | AAK27069 . 1 1 polyprotein [Hepatitis C virus] 33. 1 3.0 

qi | 7 64 9221 1 qb | AAF65800 . 1 1 polyprotein precursor [Hepatitis C vir 33. 1 3.0 

qi | 33336515 | qb | AAQ12925 . 1 1 polyprotein [Hepatitis C virus] 33. 1 3.0 

qi | 134 4 8500 |qb| AAK27072. 1 \ polyprotein [Hepatitis C virus] 33. 1 3.0 

qi| 33336937 |gb| AAQ13136. 1 | polyprotein [Hepatitis C virus] 33. 1 3.0 

qi| 16517374 | qb | AAL24 64 9 . 1 | polyprotein [Hepatitis C virus] 33. 1 3.0 

qi | 4 038 9341 | qb | AAR8 584 8 . 1 | E2 [Hepatitis C virus] >gi | 4038928 .. . 33. 1 3.1 

• qi | 4 038 92 65 |qb| AAR85810. 1 | E2 [Hepatitis C virus] 33. 1 3.1 

qi| 4 038 9353 I qb | AAR85854 . 1 1 E2 [Hepatitis C virus] >gi | 4038924 .. . 33. 1 3.1 

qil 203398211 qb | AAM1 9564 . 1 | E1/E2 protein [Hepatitis C virus] 33. 1 3.1 

qi| 53801939 | qb | AAU94 142.1 | polyprotein [Hepatitis C virus] 33. 1 3.1 

qi | 4 038 9415 | qb | AAR85885 . 1 | E2 [Hepatitis C virus] >gi | 403894 1 .. . 33. 1 3.1 

qi | 33337167 | qb | AAQ13251 . 1 | polyprotein [Hepatitis C virus] 33. 1 3.1 

qi | 3333724 9 | qb | AAQ13292 . 1 | polyprotein [Hepatitis C virus] >g. . . 33. 1 3.1 

qi | 134 4 8270 |qb| AAK26959. 1 | polyprotein [Hepatitis C virus] 33. 1 3.2 

qi | 134 4 8258 |qb| AAK26953. 1 | polyprotein [Hepatitis C virus] 33. 1 3.2 

qi | 37 957175 |qb| AAP03917. 1 | polyprotein [Hepatitis C virus] 33. 1 3.2 

qi | 134 4 84 96 | qb | AAK2707 0. 1 | polyprotein [Hepatitis C virus] 33. 1 3.2 

qil 134 48488 | qb | AAK27066 . 1 j polyprotein [Hepatitis C virus] 33. 1 3.2 

qil 20339835 I qb I AAM19571. 1 1 E1/E2 protein [Hepatitis C virus] 33. 1 3.2 

qi I 4 038 909 9 [qb 1AAR85727.H E2 [Hepatitis C virus] 33. 1 3.3 

qil 4 038 907 9|qb|AAR85717. 1 j E2 [Hepatitis C virus] . 33. 1 3.3 

qi | 37 957171 | qb | AAP03915 . 1 | polyprotein [Hepatitis C virus] 33. 1 3.3 

qi I 7 64 9223 | qb j AAF65801 . 1 1 polyprotein precursor [Hepatitis C vir 33 . 1 3.3 

qi| 564 06416|qb|AAV87557. 1 | polyprotein [Hepatitis C virus] 33. 1 3.3 

qil 134 4 827 6 | qb | AAK2 6962. 1 | polyprotein [Hepatitis C virus] 33. 1 3.3 

qi| 53802162 I qb | AAU94 252 . 1 1 polyprotein [Hepatitis C virus] 33.1 3.3 

qi| 324 238 60 | qb | AAP8131 6 . 1 1 polyprotein [Hepatitis C virus] 33.1 3.3 

qi I 158 66624 | qb | AAL104 11 .,1 1 polyprotein [Hepatitis C virus] 33.1 3.3 

qi I 77 28977 | qb | AAF687 75 . 1 1 polyprotein precursor [Hepatitis C vir 33.1 3.3 

qi | 52078280 |qb| AAU25 900. 1 | polyprotein [Hepatitis C virus] 33.1 3.4 

qi| 4 927 634 | qb | AAD332 11 . 1 | polyprotein [Hepatitis C virus] >gi . . . 33.1 3.4 

qi | 53802150 | qb | AAU94 24 6 . 1 | polyprotein [Hepatitis C virus] 33. 1 3.4 

qi I 77 28 97 3 | qb | AAF6877 3 . 1 1 polyprotein precursor [Hepatitis C vir 32 .7 3.4 

qi | 259008 65 | dbj | BAC4127 0. 1 | polyprotein [Hepatitis C virus] 32.7 3.4 

qi | 7728 555 | qb | AAF6872 6 . 1 | polyprotein [Hepatitis C virus] 32.7 3.4 

qil 7728557 | qb I AAF68727 . 1| polyprotein [Hepatitis C virus] >gi . . . 32 .7 3.4 

qi I 53802154 | qb | AAU94 24 8 . 1 1 polyprotein [Hepatitis C virus] 32.7 3.4 

qi | 538021521 qb | AAU94 24 7 . 1 1 polyprotein [Hepatitis C virus] 32.7 3.4 

qi I 5380214 6 I qb | AAU94 24 4.il polyprotein [Hepatitis C virus] 32.7 3.4 

qi | 33337231 1 qb | AAQ13283 . 1 1 polyprotein [Hepatitis C virus] 32 .7 3.5 

qi I 53802160 I qb I AAU94 251 . 1 | polyprotein [Hepatitis C virus] 32.7 3.5 

qi I 53802156 |qb| AAU94 24 9. 1 I polyprotein [Hepatitis C virus] 32.7 3.5 

qi | 5380214 8 |gb| AAU9424 5. 1 I polyprotein [Hepatitis C virus] 32.7 3.5 
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Alignments 



Get selected sequences | [ Select ail | 1 Deselect all | 



Distance tree of results 



> l~ q± | 58198305 1 qb | AAW658 60 . 1 1 envelope protein [synthetic construct] 
Length=577 

Score = 41.2 bits (95), Expect = 0.010, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 221 GSAARTTTGLVSLFS PGAKQN 241 



> H qi I 64 5014 53 | qb 1 AAY41694 . 1 1 envelope [Hepatitis C virus] 
Length=576 

Score = 41.2 bits (95), Expect = 0.011, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
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GSAARTT+G VSLF+PGAKQN 
Sbjct 220 GSAARTTTGLVSLFS PGAKQN 24 0 



> r qi I 58198313 | qb I AAW658 64 . 1 1 envelope protein [synthetic construct] 
Length=577 

Score =41.2 bits (95) , Expect = 0.011, Method: Composition-based stats. 
Identities = 1*8/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 221 GSAARTTTGLVSLFS PGAKQN 241 



> r qi I 58 19830 9 [qb | AAW658 62.il envelope protein [synthetic construct] 
Length=577 

Score = 41.2 bits (95), Expect = 0.011, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 221 GSAARTTTGLVSLFS PGAKQN 241 



> r qi 1 64 5014 51 | qb 1 AAY4 1 693 . 1 1 envelope [Hepatitis C virus] 
Length=576 

Score = 41.2 bits (95), Expect = 0.011, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives - 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 220 GSAARTTTGLVSLFS PGAKQN 240 



> F qi | 64 5014 35 | qb | AAY4 1 685 . 1 | envelope [Hepatitis C virus] 
Length=576 

Score = 41.2 bits (95), Expect = 0.012, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 220 GSAARTTTGLVSLFS PGAKQN 24 0 



>P qi|58198311 1 qb I AAW65863 . 1 1 envelope protein [synthetic construct] 
Length=577 

Score = 41.2 bits (95), Expect = 0.012, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 221 GSAARTTTGLVSLFS PGAKQN 241 



> r qi | 6450144 9 I qb I AAY41692 . 1 1 envelope [Hepatitis C virus] 
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Length=576 

Score = 41.2 bits (95), Expect = 0.012, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 220 GS AARTTTGLVS L FS PGAKQN 24 0 



> T gil 64501447 Iqb | AAY41691.il envelope [Hepatitis C virus] 
Length=57 6 

Score = 41.2 bits (95), Expect = 0.012, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+PGAKQN 
Sbjct 220 GSAARTTTGLVSLFS PGAKQN 240 



> FT qi I 25652 61 1 qb 1 AAC61802 . 1 1 E2/NS1 protein [Hepatitis C virus] 
Length=364 

Score = 39.7 bits (91), Expect = 0.030, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG S FA PGAKQN 
Sbjct 13 GSAARTTSGITSFFAPGAKQN 33 



> C qi | 153414 38 | qb| AAK95634 . 1 1 polyprotein [Hepatitis C virus] 
Length=335 

Score = 39.7 bits (91), Expect = 0.031, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT GFV LF+ PGAKQN 
Sbjct 199 GSAARTTGGFVGLFS PGAKQN 219 



> P qi I 5822084 2 | qb | AAW6804 9 . 1 [ envelope protein [synthetic construct] 
Length=607 

Score = 39.3 bits (90), Expect = 0.037, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+GF SL + PGAKQN 
Sbjct 221 GS AARTTAG FAS LLS PGAKQN 241 



> H qi | 64 5014 19 |qb | AAY4 167 7 . 1 1 envelope [Hepatitis C virus] 

qi | 64 501417 | qb I AAY4 1 67 6 . 1 | envelope [Hepatitis C virus] 
Length=576 

Score = 39.3 bits (90), Expect = 0.042, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 
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Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+GF SL +PGAKQN 
Sbjct 220 G S AARTT AG FAS LLS PG AKQN 240 



> F qil 64 5014 23|qblAAY4167 9. 1 \ envelope [Hepatitis C virus] 
Length=576 

Score = 39.3 bits (90), Expect = 0.044, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+GF SL +PGAKQN 
Sbjct 220 G S AARTTAG FAS LLS PGAKQN 240 



> r qi I 64 5014 39 lqb[AAY4 168 7 . 1 1 envelope [Hepatitis C virus] 
Length=576 

Score = 39.3 bits (90), Expect = 0.044, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G VSLF+ PGAKQN 
Sbjct 220 GSAARITTGLVSLFS PGAKQN 240 



> r qi I 64 5014 27 1 qb 1 AAY41681 . 1 1 envelope [Hepatitis C virus] 
Length=576 

Score = 39.3 bits (90), Expect = 0.044, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G VSLF+ PGAKQN 
Sbjct 220 GSAARATTGLVSLFS PGAKQN 240 



> r qi I 64 5014 4 5 | qb | AAY4 1690 . 1 1 envelope [Hepatitis C virus] 
Length=576 

Score = 39.3 bits (90), Expect = 0.046, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G VSLF+ PGAKQN 
Sbjct 220 GSAARITTGLVSLFS PGAKQN 240 



> F qi | 134 4 8566 | qb | AAK27104 . 1 1 polyprotein [.Hepatitis C virus] 
Length=326 

Score =38.1 bits (87), Expect = 0.099, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG VSL + PGAKQN 
Sbjct 214 GSAARTTSGLVSLLS PGAKQN 234 
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> P qi I 58198307 |qb| AAW658 61. 1 1 envelope protein [synthetic construct] 
Length=577 

Score =37.7 bits (86), Expect = 0.13, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART G VSLF+PGAKQN 
Sbjct 221 GSAARTMIGLVSLFS PGAKQN 241 



>r qi| 645014 55| qb 1AAY41695.11 envelope [Hepatitis C virus] 
Length=576 

Score =37.7 bits (86), Expect = 0.13, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART G VSLF+PGAKQN 
Sbjct 220 GSAARTMIGLVSLFS PGAKQN 240 



>r qij 64 50142 9 I qb I AAY41682.il envelope [Hepatitis C virus] 
Length=576 

Score =37.7 bits (86), Expect = 0.14, Method: Composition-based stats. 
Identities* = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21(0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR T+G VSLF+PGAKQN 
Sbjct 220 GGAARATTGLVSLFS PGAKQN 240 



> r gi 1 33337015 I qb | AAQ13175 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 37.0 bits (84), Expect = 0.20, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSGFASLFTPGAKQN 103 



> F qi | 64 501425 | qb| AAY41680 . 1 1 truncated envelope [Hepatitis C virus] 

qi | 64 501421 1 qb | AAY4 1678 . 1 1 truncated envelope [Hepatitis C virus] 
Length=24 9 

Score = 37.0 bits (84), Expect = 0.20, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+GF SL + PGAKQN 
Sbjct 220 GSAARTTAGFASLLS PGAKQN 24 0 



> r qi | 53801738 I qb | AAU94 042 . 1 1 polyprotein [Hepatitis C virus] 

qi | 538017361 qb I AAU94 04 1.1 | polyprotein [Hepatitis C virus] 
Length=426 
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Score = 37.0 bits (84), Expect = 0.21, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GTAARSTSGFISLFQPGSKQD 219 



> r qi I 16518 692 | qb | AAL24 94 7 . 1 1 glycoprotein [Hepatitis C virus] 
Length=85 

Score =37.0 bits (84), Expect = 0.23, Method: Composition-based stats. 
Identities = 19/21 (90%), Positives = 21/21 (100%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+GFVSLF+ PGAKQN 
Sbjct 55 GSAARTTTGFVSLFSPGAKQN 75 



> r qi 1 134 4 8510 | qb | AAK27077 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =37.0 bits (84), Expect = 0.23, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG+V+LF PGAKQ+ 
Sbjct 214 GSAARTTSGWVNLFNPGAKQD 234 



> r qi I 33337023|qb|AAQ1317 9. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.6 bits (83), Expect = 0.24, Method: Composition-based stats. 
Identities' = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSGFASLFT PGAKQN 103 



> F qi | 53801728 | qb) AAU94 037 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 36.6 bits (83), Expect = 0.25, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GTAARSTSGFISLFQPGSKQD 219 



> r qi I 134 4 8516 I qb | AAK27080 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 36.6 bits (83), Expect = 0.25, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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GSAARTTSG+V+LF PGAKQ+ 
Sbjct 214 GSAARTTSGWVNLFNPGAKQD 234 



> f~ qi [ 1304 55 I sp 1 P26664 | POLG HCV1 Genome polyprotein [Contains: Core protein p21 (Caps: 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8) ; 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 

qi | 329874 | qb | AAA4 567 6 . 1 | HCV-1 
Length=3011 

Score = 36.6 bits (83), Expect = 0.26, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 390 GSAGHTVSGFVSLLAPGAKQN 410 



> F qi I 67810851 1 qb | AAY82013 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 36.6 bits (83), Expect = 0.26, Method: Composition-based stats. 
Identities - 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G SLF+PGAKQN 
Sbjct 390 GSAAKTTAGLTSLFS PGAKQN 410 



> r qi I 6781084 9 | qbl AAY82012. 1 1 polyprotein [Hepatitis C virus] 
Length-1644 

Score = 36.6 bits (83), Expect = 0.26, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G SLF+PGAKQN 
Sbjct 390 GSAAKTTAGLTSLFS PGAKQN 410 



> P qi 1 14 53224 9 | qb | AAK66556. 1 1 HCV type la/lb chimera polyprotein [synthetic construct 
qi 1 14 53224 7 | qbl AAK66555 . 1 1 HCV type la polyprotein [synthetic construct] 
qi 1 14 53224 5 | qb | AAK66554 . 1 | HCV type la/lb chimera polyprotein [synthetic construct] 

Length=3011 

Score = 36.6 bits (83), Expect = 0.26, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives. = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 390 GSAGHTVSGFVSLLAPGAKQN 410 



> P qi 1 14 532251 1 qb| AAK66557 . 1 1 HCV type la/lb chimera mutant polyprotein [synthetic cor 
Length=3011 
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Score = 36.6 bits (83), Expect = 0.26, Method: Composition-based stats. 
Identities « 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 390 GSAGHTVSGFVSLLAPGAKQN 410 



> IT qi I 538017 32 | qb | AAU94 039 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 36.6 bits (83), Expect = 0.27, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GTAARSTSGFISLFQPGSKQD 219 



> P qi I 33337057 | qb | AAQ13196 . 1 | polyprotein [Hepatitis 


C virus] 


gi 


33337055 
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11 
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virus] 


qi 


33337053 
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qi 
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qi 
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qi 
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qi 
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33337037 


qb| AAQ13186 


11 


polyprotein 


[Hepatitis 


c 


virus ] 
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qi 
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Length=115 



Score =36.6 bits (83), Expect = 0.28, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 G S AGRT V S G FAS L FT PGAKQN 103 



> r qi I 37 95724 2 I qb | AAP03950 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.6 bits (83), Expect = 0.28, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 
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> r qi I 436988 | qb | AAA45601.il putative 
Length=138 

Score = 36.6 bits (83), Expect = 0.28, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 G S AART T S G F VS L FAPG AKQN 21 

GSAA TTSGFVS F+ PGAKQN 
Sbjct 22 GSAAHTTSGFVSFFSPGAKQN 4 2 



> r qi I 7 64 9227 | qb | AAF65803 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 36.6 bits (83), Expect = 0.30, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives « 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +GF SL F+PGAKQN 
Sbjct 73 GS AART AAG FAS LFSPG AKQN 93 



> r qi I 37957231 Iqb | AAP0394 5. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.32, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

'Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> r qi | 33337017 | qb | AAQ1317 6 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.32, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 G SAG RT VS G FAS L FT PGAKQN 103 



> qi | 33337005 I qb | AAQ13170 . 1| polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.32, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSG FAS LFP PGAKQN 103 



> f~ qi I 67 810855 [qb| AAY82015. 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

'Score = 36.2 bits (82), Expect = 0.32, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 
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Query 1 GSAARTTSGFVSLFAPGAKQN 2 1 

GSAARTT+G LF+PGAKQN 
Sbjct 390 GSAARTTAGLTGLFSPGAKQN 410 



> T qi I 67810853 | qblAAY82014 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 36.2 bits (82), Expect = 0.32, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G LF+PGAKQN 
Sbjct 390 GSAARTTAGLTGLFSPGAKQN 410 



> r qi 1 134 4 8514 | qb | AAK2707 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 36.2 bits (82), Expect = 0.33, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG+V+LF PGAKQ+ 
Sbjct 214 GSAARTTSGWVNLFNPGAKQD 234 



> r gi | 7 67 0859 |qb| AAF6624 9. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=18 6 

Score = 36.2 bits (82), Expect = 0.34, Method: Composition-based stats. 
Identities = 17/21 ( 80% ), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 7 3 GSAARTTSGLVGLFNPGAQQN 93 



> F qi I 33336981 1 qb 1 AAQ13158 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =36.2 bits (82), Expect = 0.34, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 8 3 GSAGRTVSGFASLFT PGAKQN 103 



> P qi | 4 4 69531 j qb | AAD213Q5 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 36.2 bits (82), Expect = 0.34, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR TSGF +LF+PGAKQ+ 
Sbjct 214 G S AARAT S G FAN L FS PG AKQ D 234 
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> r qi 1 3333704 5 I qb 1 AAQ13190. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.36, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSGFASLFTPGAKQN 103 



> r qi 1 134 4 824 4 | qb | AAK2694 6 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 36.2 bits (82), Expect = 0.36, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+GFVSL + PG KQN 
Sbjct 214 GSAAKTTAGFVSLLSPGPKQN 234 



> r qi I 33337025 |qb| AAQ13180. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.36, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSGFASLFTPGAKQN 103 



> F qi 1 33337021 1 qb | AAQ13178 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.36, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTVSGFASLFTPGAKQN 103 



> r qi I 33336921 [qb | AAQ13128. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.36, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> r qi 1 53802198 f qb] AAU94 270. 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 36.2 bits (82), Expect = 0.38, Method: Composition-based stats. 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 G S AART T S G FVS L FAPG AKQN 21 

GSAAR+ SG S+ FAPG AKQN 
Sbjct 199 GS AARS I SGLTS I FAPGAKQN 219 



> r gi 1 134 4 8555 I qb | AAK27 099 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 36.2 bits (82), Expect = 0.39, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 G S AART T S G F V S L F A P G AKQN 21 

GS AART SG VSL +PGAKQN 
Sbjct 214 GSAARTASGLVSLLSPGAKQN 234 



> r gi I 33336927 |qb| AAQ13131. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.39, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SL FAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> T gi I 37 957251 |gb[AAP03954 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.40, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> H gi I 37 95722 9 [qb | AAP0394 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.40, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps - 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> r gi I 33336925 | gb | AAQ1313Q. 
gi | 33336923 | gb | AAQ13129. 1 | 



qil 33336919 | qb| AAQ13127 . 


11 


qil 33336917 | qb| AAQ13126. 


11 


qi| 33336915 | qb | AAQ13125 . 


.11 


qil 33336913 | qb I AAQ13124 . 


.11 


qi I 33336911 |qb|AAQ13123. 


• 11 


qil 33336907 | qb I AAQ13121 . 


.11 


qil 33336905 | qb I AAQ13120 . 


.11 



1 1 polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 
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a i 


333369031 abl AA013119 


1 1 


ai 
y - 1 - 


33336901 1 ab 1 AA013118 


1 1 

X | 


Sd x 


333368 99 1 ab 1 AA013117 


1 1 




3333 6897 1 ab 1 AA013116 


1 1 




333368 95 1 ab 1 AA0131 15 


1 1 

•J- 1 


rr "i 


33336893labl AA013114 


1 1 
1 


y x 


33336891 1 ab 1 AA013113 


1 1 

x 1 


y ± 


3333688 3 1 ab 1 AAO13109 


1 1 


ai 


3333687 9 I gb|AAQ13107 . 


1 1 


gi 


33336875 | gb | AAQ13105 . 


11 


gi 


33336873 |qb|AAQ13104 . 


11 


gi 


33336869|qb|AAQ13102. 


11 
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C 


virus] 


polyprotein 


[Hepatitis 


C 


virus] 



Length=115 

Score = 36.2 bits (82), Expect = 0.40, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> IT gi I 333364 95 I qb | AAQ12915 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 36.2 bits (82), Expect = 0.40, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG VSL APGAKQN 
Sbjct 83 GSAGRTVSGLVSLLAPGAKQN 103 



> r gi I 33337001 1 qblAAQl 31 68. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.40, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF PGAKQN 
Sbjct 83 GSAGRTASGFASLFTPGAKQN 103 



> F gi I 1334 4 963 | gb | AAK19135. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=415 

Score =35.8 bits (81), Expect = 0.41, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN- 21 

GSA RT SGF SLF PGAKQN 
Sbjct 390 GSAGRTVSGFASLFT PGAKQN 410 



>F gi|7 67 08711 gb [AAF66255 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 35.8 bits (81), Expect = 0.41, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 
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Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 73 G S AART T S G L VGL FN PG AQQN 93 



> T qi I 53802217 | qb 1 AAU94 278 . 1 1 polyprotein [Hepatitis C virus) 
Length=426 

Score = 35.8 bits (81), Expect = 0.41, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR+ SG S+ FAPGAKQN 
Sbjct 199 GSAARS I SGLTS I FAPGAKQN 219 



> r qi I 33336881 1 qb | AAQ1 3108. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.8 bits (81), Expect = 0.41, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SL FAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> P qi I 37 95724 4 | qb I AAP03951 . 1 I polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.41, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> r qil 37 957239 jqb | AAP0394 9. 
qi | 37 957237 lqbjAAP0394 8. 1 | 



37 957235 | qb 1 AAP0394 7 . 1 | 



37 957227 1 qb I AAP0394 3 . 1 1 



37 957225 | qb | AAP0394 2 . 1 | 



37957223|qb|AAPQ3941.1| 



37 957221 [qb | AAPQ394 0. 1 | 



37 957219 | qb IAAPQ3939.il 



37 957217 | qb I AAP03938 . 1| 



37 957215 [qb | AAP03937. 1| 



37 957213 | qb I AAPQ3936. 11 



37 957211 1 qb|AAP03935. 1 I 



37 957209 [qb | AAPQ3934 . 1 | 



37 957207 | qb I AAPQ3933 . 1| 



37 957205 | qb I AAP03932 . 1 | 



37 957203 jqb I AAPQ3931. 1 1 



37 957201 1 qb I AAP03930. 1 1 



37 957199 I qb IAAP0392 9.il 



qil 37 957195 | qb I AAPQ3927 . 1| 
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Length=115 
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Score = 35.8 bits (81), Expect = 0.42, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> F qi I 3333688 9 | qb | AAQ1 31 12 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.42, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> T qi 1 134 4 8238 |qb| AAK2 694 3. 1 1 polyprotein [Hepatitis C virus] 
Length-32 6 

Score = 35.8 bits (81), Expect = 0.42, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+GFVSL + PG KQN 
Sbjct 214 GSAAKTTAGFVSLLSPGPKQN 234 



> IT qi I 7 67 091 9 1 qb | AAF6627 9 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 35.8 bits (81), Expect = 0.42, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 73 GSAARTTSGLVGLFNPGAQQN 93 



> HI qi I 7 6708 67 | qb | AAF66253 . 1 | polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 35.8 bits (81), Expect = 0.42, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 73 GSAARTTSGLVGLFNPGAQQN 93 



> [~~ qi | 33336867 | qb | AAQ131Q1 . 1 I polyprotein [Hepatitis C virus] 



qi I 333368 03 | qblAAQl 30 69. 1 | 
qi 1333367 91 | qblAAQ13063. 1 | 
qi 133336777 | qb | AAQ13056 . 1 1 
qi | 33336775 | qb | AAQ13055. 1 I 
qi 1 33336771 | qb I AAQ13Q53 . 1 1 
qi 1 333367 69 | qb | AAQ13052 . 1 | 
qi 1 33336767 1 qb I AAQ13051 . 1 1 
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qi | 333367 65 I qb| AAQ13050. 1 1 polyprotein [Hepatitis C virus] 

qi[ 33336757 | qb | AAQ1304 6 . 1 1 polyprotein [Hepatitis C virus] 

qi 1 333367 51 |qb I AAQ1 304 3. 1 | polyprotein [Hepatitis C virus] 

qi 1 3333674 7 | qb | AAQ13041 . 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.43, Method: Composition-based stats 

Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> r qi |33336885|qb|AAQ13110. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.44, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> F qi 1 16518 684 | qb I AAL24 94 3 . 1 1 glycoprotein [Hepatitis C virus] 
Length=85 

Score = 35.8 bits (81), Expect = 0.44, Method: Composition-based stats 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps - 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF-f PGAKQN 
Sbjct 55 GSAARTTTGLVSLFS PGAKQN 75 



> Qi 1 7670861 | qb| AAF66250 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=18 6 

Score = 35.8 bits (81), Expect = 0.44, Method: Composition-based stats 
Identities = 17/21 (80%), , Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 7 3 GSAARTTSGLVGLFNPGAQQN 93 



> r qi I 7 67 0939 I qb 1 AAF6628 9. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 35.8 bits (81), Expect = 0.45, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 7 3 GSAARTTSGLVGLFNPGAQQN 93 



> r qi | 33336909 | qb | AAQ13122 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 
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Score = 35.8 bits (81), Expect = 0.47, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 G S AG RT VS G LAS L FA PG AKQN 103 



> r qi | 4 9274 91 | qblAAD33137 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 35.8 bits (81), Expect = 0.47, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+PGAKQN 
Sbjct 65 G S AART TAG LAS L FS PG AKQN 85 



> F qi 137 957257 [ qb | AAP03957 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.48, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSA T SGFVSL APGAKQN 
1 Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



>r qi|134 484741 qb | AAK27059 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =35.8 bits (81), Expect = 0.49, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives - 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA T+GF LFAPGAKQN 
Sbjct 214 GSAAHATAGFAGLFAPGAKQN 234 



> I"" qi I 37 957255 | qb | AAP0395 6 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.50, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> r qi 1 134 4 8502 | qb I AAK27073 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 35.8 bits (81), Expect = 0.50, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
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GSAA T+GF SLF+PGAKQN 
Sbjct 214 GSAAHATAGFASLFS PGAKQN 234 



> r qi I 37 95717 9 1 qb | AAPQ3919 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.50, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives « 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG LF PGAKQN 
Sbjct 83 GSAARTTSGLAGLFT PGAKQN 103 



> r qi I 134 4 8524 | qb ] AAK2708 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =35.8 bits (81), Expect = 0.51, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 GSVARTTSG FAN FFN PGAKQN 234 



> r qi I 37 95724 9 | qb | AAP03953. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.52, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> P qi| 37 95724 6|qblAAP03952. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.8 bits (81), Expect = 0.52, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> F qi I 33336887 | qb [ AAQ13111 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.8 bits (81), Expect = 0.52, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGAKQN 
Sbjct 83 GSAGRTVSGLASLFAPGAKQN 103 



> r qi | 5380174 2 lqb| AAU94 04 4 . 1 1 polyprotein [Hepatitis C virus] 
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Length=426 

Score « 35.8 bits (81), Expect = 0.52, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GVAARSTSGFISLFQPGSKQD 219 



> r gi I 4 92758 9 I qb 1 AAD33166 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 35.4 bits (80), Expect = 0.55, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +GF SLF+PGAKQN 
Sbjct 65 GSAARTAAGFASLFSPGAKQN 85 



> r qi | 4 9274 961 qb | AAD3314 2 
qi | 4 927 4 95 Iqbl AAD33141. 1 j 



qi|4927494 


|qb| AAD33140. 


11 


qi | 4 927 4 93 Iqbl AAD3313 9. 


■ 11 


qi|4927492 


|qb|AAD33138. 


11 


qi|4927490i 


|qb| AAD33136. 


11 


qi | 4 927489 i 


|qb| AAD33135. 


11 


qi | 4927488 ' 


|qb|AAD33134. 


11 


qi | 4927487 | 


|qb|AAD33133. 


11 



1 1 polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 



Length=175 



Score = 35.4 bits (80), Expect = 0.55, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+ PGAKQN 
Sbjct 65 GSAARTTAGLASLFS PGAKQN 85 



> r qil 5380 17 30 |qb| AAU94 038.il polyprotein [Hepatitis C virus] 
Length=426 

Score =35.4 bits (80), Expect = 0.55, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GVAARSTSGFISLFQPGSKQD 219 



>r > qi|51558189| qb| AAU06654 . 1 1 envelope glycoprotein [Hepatitis C virus] 
Length-126 

Score = 35.4 bits (80), Expect = 0.56, Method: Composition-based stats. 
Identities = 18/21 (85%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AARTTSGF SLF PGAKQN 
Sbjct 9 GAAARTTSG FT SLFR PGAKQN 29 
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> r qi I 53801726 I qb | AAU94 036. 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.4 bits (80), Expect = 0.56, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GVAARSTSGFISLFQPGSKQD 219* 



> F qi I 538017 34 1 qb | AAU94 04 0 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.4 bits (80), Expect = 0.57, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GVAARSTSGFISLFQPGSKQD 219 



> P qi | 333368 63 1 qb 1 AAQ13099. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.4 bits (80), Expect = 0.57, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> P qi I 38539525 | qb 1 AAR23635 . 1 1 polyprotein [Hepatitis C virus] 
Length=184 

Score =35.4 bits (80), Expect = 0.58, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G VSLF PGAKQN 
Sbjct 68 GSAAQTTAGLVSLFKPGAKQN 88 



> r qi 1 221688 | dbj 1BAA14118. 1 1 X protein [Hepatitis C virus] 
Length=129 

Score = 35.4 bits (80), Expect = 0.58, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 72 GSAGHTVSGFVSLLAPGAKQN 92 



> r qi I 37 957233|qb|AAP0394 6. 1 ] polyprotein [Hepatitis C virus] 
Length=115 
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Score = 35.4 bits (80), Expect = 0.59, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SGFVSL APGAKQN 
Sbjct 83 GSAGHTVSGFVSLLAPGAKQN 103 



> r qi I 53801718 | qb 1 AAU94 032 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.4 bits (80), Expect = 0.59, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+SLF PG+KQ+ 
Sbjct 199 GVAARSTSGFISLFQPGSKQD 219 



> F qi 1 33336821 1 qb I AAQ1307 8 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.4 bits (80), Expect = 0.59, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA+RT SG SLFAPGA+QN 
Sbjct 83 GSASRTVSGLASLFAPGARQN 103 



> □ gi I 4 927621 | qb | AAD331 98 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score =35.4 bits (80), Expect = 0.60, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+PGAKQN 
Sbjct 65 GS AART TAG LAS L FS PGAKQN 85 



> I""" qi | 4927579 1 qb 1 AAD33156 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 35.4 bits (80), Expect = 0.63, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+PGAKQN 
Sbjct 65 GSAARTTAGLASLFS PGAKQN 85 



> r qi I 333368391 qb | AAQ13087 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.4 bits (80), Expect = 0.64, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSA RT SG SLFAPGA+QN 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/22/2006 



RID= 1 1 5360 1 29 1 - 1 43 1 0-202775 1 6 1 80.BL ASTQ 1 , 

Sbjct 83 G SAG RT VS GLAS L FA PGARQN 103 



> F qi 1 7 670905 lqb[AAF66272 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 35.4 bits (80), Expect = 0.64, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+QN 
Sbjct 7 3 GSAARTTSGLVGLFNPGAQQN 93 



> r qi 1 1344 8551 1 qb 1 AAK27097 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 35.4 bits (80), Expect = 0.66, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 GSIARTTSGFANFFDPGAKQN 234 



> U qi 1 1334 4 959 | qb | AAK19133 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=415 

Score = 35.4 bits (80), Expect = 0.66, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SL FA PGAKQN 
Sbjct 390 GSAGRTVSGLASLFAPGAKQN 410 



> C qi I 333368 65 | qb | AAQ131Q0 . 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score =35.4 bits (80), Expect = 0.66, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> F qi 1 16518 694 | qb | AAL24 94 8.il glycoprotein [Hepatitis C virus] 
qi | 16518 690 I qb| AAL24 94 6 . 1 1 glycoprotein [Hepatitis C virus] 
qi I 16518 688 I qb | AAL24 94 5 . 1 1 glycoprotein [Hepatitis C virus] 
qi 1 16518686|qb|AAL24944 .11 glycoprotein [Hepatitis C virus] 

Length=8 5 

Score = 35.4 bits (80), Expect = 0.67, Method: Composition-based stats 
Identities = 18/21 (85%), Positives = 20/21 (95%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G VSLF+ PGAKQN 
Sbjct 55 GSAARTTTGLVSLFS PGAKQN 7 5 
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> P qi I 13448545 | qb 1 AAK27094 . 1 1 polyprotein [Hepatitis C virus] 

qi [ 13448543 Iqb | AAK27093. 1 | polyprotein [Hepatitis C virus] 
Length=326 

Score =35.4 bits (80), Expect = 0.67, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives - 17/21 (80%), Gaps = 0/21 (0%) 

# 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 GSIARTTSGFANFFDPGAKQN 234 



> r qi I 134 4 8541 |qb | AAK27092. 1| polyprotein [Hepatitis C virus] 
Length=326 

Score = 35.4 bits (80), Expect = 0.67, Method: Composition-based stats. 
Identities - 16/21 (76%), Positives - 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 G S I ART T S G FAN F FN P G AKQN 234 



> F qi 1 33336851 1 qb 1 AAQ13093 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.70, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> r qi 1 134 4 85391 qblAAK27091 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 35.0 bits (79), Expect = 0.71, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 GSIARTTSGFANFFDPGAKQN 234 



> F qi 1 33336931 1 qb | AAQ13133 . 1 1 polyprotein [Hepatitis C virus] 

qi | 33336871 |qb | AAQ13103. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.71, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 2 1 

GSA RT SG SL FA PGAKQN 
Sb j ct 83 GSAGRTVSGLASLFAPGAKQN 103 



> F qi | 4 927584 | qb | AAD33161 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Score = 35.0 bits (79), Expect = 0.71, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+ PGAKQN 
Sbjct 65 GSAARTTAGLASLFSPGAKQN 85 



> r qi I 4 927575 I qb I AAD33152.il polyprotein [Hepatitis C virus] 
Length=175 

Score =35.0 bits (79), Expect = 0.71, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTT+G SLF+ PGAKQN 
Sbjct 65 GSAARTTAGLASLFSPGAKQN 85 



> I""" qi | 538018091 qb | AAU94 077. 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.0 bits (79), Expect - 0.72, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR+T+ FVSL APGA+QN 
Sbjct 199 GTAARSTASFVSLLAPGARQN 219 



> T qi 153801937 [ qb 1 AAU94 141 . 1 | polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.0 bits (79), Expect = 0.73, Method: Composition-based stats 
Identities = 15/20 (75%), Positives = 18/20 (90%), Gaps = 0/20 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQ 20 

G+AAR T+GFVS F+PGAKQ 
Sbjct 199 GT AARDT AG FVS FFS PGAKQ 218 



> r qi 1221587 | dbj IBAA01582. 1 | polyprotein precursor [Hepatitis C virus] 
Length=3011 

Score = 35.0 bits (79), Expect = 0.76, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR SG VSLF PGAKQN 
Sbjct 390 GQAARAMSGLVSLFT PGAKQN 410 



> F qi I 134 4 8316|qb|AAK26981. 1 | polyprotein [Hepatitis C virus] 
qi I 134 4 8310 I qbjAAK2 6978. 1 1 polyprotein [Hepatitis C virus] 
qi I 134 4 8308 | qb I AAK2 6977 . 1 1 polyprotein [Hepatitis C virus] 
q i I 13448306 | qb 1 AAK2 697 6 . 1 1 polyprotein [Hepatitis C virus] 

Length=327 

Score =35.0 bits (79), Expect = 0.77, Method: Composition-based stats 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



RID=1153601291-14310-20277516180.BLASTQ1, 

Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGFV L +PGAKQN 
Sbjct 215 GAVSRTTSGFVGLLSPGAKQN 235 



>V~ qi\ 33336823 | qb | AAQ1307 9. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.77, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



>F qi\ 134 4 8 620 | qb | AAK27 131. 1 1 polyprotein [Hepatitis C virus] 
Length=323 

Score =35.0 bits (79), Expect = 0.77, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSGFV L PG+KQ+ 
Sbjct 211 GSAARTTSGFVGLLNPGSKQD 231 
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Length=115 



Score = 35.0 bits (79), Expect = 0.79, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> r qi | 53801951 1 qb 1 AAU94 14 7 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



RID=1153601291-14310-20277516180.BLASTQ1, 



Score =35.0 bits (79), Expect = 0.79, Method: Composition-based stats 
Identities = 15/20 (75%), Positives = 18/20 (90%), Gaps = 0/20 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQ 20 

G+AAR T+GFVS F+PGAKQ 
Sbjct 199 GTAARDTAGFVSFFSPGAKQ 218 



> r qi 1 13448549 [ qb 1 AAK27096 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 35.0 bits (79), Expect = 0.80, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTTSGF + F PGAKQN 
Sbjct 214 G S I ART T S G FAN FF D PGAKQN 234 



> T qi I 134 4 8320 1 qb I AAK2 6983. 1 1 polyprotein. [Hepatitis C virus] 
Length=327 

Score = 35'. 0 bits (79), Expect = 0.80, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G + +RTTSGFV L + PGAKQN 
Sbjct 215 GAVSRTTSGFVGLLSPGAKQN 235 



> l"~ qi 1 134 4 8588 I qb | AAK27 115 . 1| polyprotein [Hepatitis C virus] 
qi 1 134 4 858 61 qb | AAK27 114 . 1 | polyprotein [Hepatitis C virus] 
qi 1 134 4 8584 1 qb | AAK27113 . 1 I polyprotein [Hepatitis C virus] 
qi ] 134 4 8 582 1 qb | AAK27112 . 1 | polyprotein [Hepatitis C virus] 

Length=326 

Score =35.0 bits (79), Expect = 0.81, Method: Composition-based stats 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSAA+TT G VSLF PGAKQN 
.Sbjct 214 GSAAQTTLGLVSLFRPGAKQN 234 



> V qi | 5380220 6 I qb | AAU94 273 . 1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score = 35.0 bits (79), Expect = 0.81, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+ T GF SLF+PGA+QN 
Sbjct 199 GSAAKITQGFSSLFSPGARQN 219 



> V qi | 8 9519415 | qb | ABD7582 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=3008 

Score =35.0 bits (79), Expect = 0.81, Method: Composition-based stats 
Identities = 16/20 (80%), Positives = 18/20 (90%), Gaps - 0/20 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



RID=1 1 5360 1 29 1 - 1 43 1 0-202775 1 6 1 80.BL ASTQ 1 , 



Query 1 GSAARTTSGFVSLFAPGAKQ 20 

GSAA+TTSG VS+FAPGA Q 
Sbjct 390 GSAAQTTSGLVSMFAPGASQ 4 09 



> r qi 1 33336965 [qb|AAQ131 50. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =35.0 bits (79), Expect = 0.82, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 83 GSAGRTVSGLASLFT PGAKQN 103 



> r qi I 134 4 832 6 | qb 1 AAK2 698 6 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score =35.0 bits (79), Expect = 0.82, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGFV L + PGAKQN 
Sbjct 215 G AV S RTT S G F VGLL S PGAKQN 235 



> H qi I 33337033 |qb|AAQ13184 .11 polyprotein [Hepatitis C virus] 
L.ength=115 

Score = 35.0 bits (79), Expect = 0.83, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT GF SLF PGAKQN 
Sbjct 83 GSAGRTVPGFASLFT PGAKQN 103 



> P qi 1 134 4 8314 | qb | AAK26980 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score = 35.0 bits (79), Expect = 0.84, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGFV L + PGAKQN 
Sbjct 215 GAVSRTTSGFVGLLS PGAKQN 235 



> r qi I 564 06500 [ qb | AAV87 599 . 1 1 polyprotein [Hepatitis C virus] 
Length=179 

Score = 35.0 bits (79), Expect = 0.85, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V +F PGA+QN 
Sbjct 62 GSAARTTSG VVG I FT PGAQQN 82 
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> I Qi I 333367 61 [ qb 1 AAQ1304 8 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.85, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r qi 1 1344 8578 | qb | AAK27 110 . 1 [ polyprotein [Hepatitis C virus] 
Length=326 

Score =35.0 bits (79), Expect = 0.86, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT G VSLF PGAKQN 
Sbjct 214 GSAAQTTLGLVSLFR PGAKQN 234 



> r qi I 33637194 | qb | AAQ23753 . 1 1 polyprotein [Hepatitis C virus] 
Length=190 

Score = 35.0 bits (79), Expect = 0.86, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+ PGAKQN 
Sbjct 73 GSAGRSTAGFADLFS PGAKQN 93 



> r qi I 33336525 jqb | AAQ12 930. 1 [ polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.87, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives =16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r qi 1 134 4 8322 1 qb [AAK2 6984 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score = 35.0 bits (79), Expect = 0.87, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGFV L + PGAKQN 
Sbjct 215 G AV S RT T S G F VGLL S PGAKQN 235 



> T qi | 33336639 | qb | AAQ12987.il polyprotein [Hepatitis C virus] 
Length=115 

Score =35.0 bits (79), Expect = 0.89, Method: Composition-based stats. 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 



Query 1 



Sbjct 83 



GSAARTTSGFVSLFAPGAKQN 2 1 

GSA RT SG LFAPGAKQN 

GS AGRTVSGLAGLFAPGAKQN 103 



> l~~ qi I 13448318 | qb | AAK2 6982 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 



Score = 35.0 bits (79), Expect = 0.89, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGFV L +PGAKQN 
Sbjct 215 GAVSRTTSGFVGLLS PGAKQN 235 



> C qi | 53801935 | qb | AAU94 14 0 . 1 1 polyprotein [Hepatitis C virus] 
Length=4 2 6 

Score = 35.0 bits (79), Expect = 0.89, Method: Composition-based stats. 
Identities = 15/20 (75%), Positives = 18/20 (90%), Gaps = 0/20 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQ 20 

G+AAR T+GFVS F+PGAKQ 
Sbjct 199 GTAARDTAG FVS FFS PGAKQ 218 



> V qi I 33336815 I qb| AAQ13075. 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score = 35.0 bits (79), Expect = 0.89, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> I"" qi I 7 64 9241 [qb | AAF658 10. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 34.7 bits (78), Expect - 0.90, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 7 3 GSAARTAAGLASLFS PGAKQN 93 



> F qi I 1092597 68 | qb | AAW65879 . 2 | envelope protein [synthetic construct] 
Length=578 

Score =34.7 bits (78), Expect = 0.90, Method: Composition-based stats. 
Identities = 14/21 (66%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 l 

G+A R T+GF LF PGAKQN 
Sbjct 221 GTAGRATAGFTELFT PGAKQN 241 
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> r qi 1 134 4 8296 | qb ] AAK26971 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score =34.7 bits (78), Expect = 0.91, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G A+RTTSG SL APGAKQN 
Sbjct 215 GVASRTTSGLASLLAPGAKQN 235 



> r qi | 134 482 94 1 qb | AAK26970 . 1 j polyprotein [Hepatitis C virus] 
Length=327 

Score = 34.7 bits (78), Expect = 0.91, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G A+RTTSG SL APGAKQN 
Sbjct 215 GVASRTTSGLASLLAPGAKQN 235 



> T qi | 5380194 8| qb I AAU9414 6.il polyprotein [Hepatitis C virus] 
Length=426 

Score = 34.7 bits '(78), Expect = 0.91, Method: Composition-based stats. 
Identities = 15/20 (75%), Positives = 18/20 (90%), Gaps = 0/20 (0%) 

Query 1 G S AARTT SG FVS L FAPGAKQ 20 

G+AAR T+GFVS F+PGAKQ 
Sbjct 199 GTAARDTAG FVS FFS PGAKQ 218 



> C qi 1260536231ref |NP 751921.11 B E2 protein; viral envelope protein [Hepatitis C viri 
Length=363 

Score =34.7 bits (78), Expect = 0.91, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RTT+G V L PGAKQN 
Sbjct 7 GSAGRTTAGLVGLLT PGAKQN 27 



> r qi | 134 4 8580 I qb | AAK27111 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =34.7 bits (78), Expect = 0.92, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT G VSLF PGAKQN 
Sbjct 214 GSAAQTTLGLVSLFRPGAKQN 234 



> r qi I 64 5014 33 |qb| AAY41684 . 1 1 envelope [Hepatitis C virus] 
Length=576 
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Score =34.7 bits (78), Expect = 0.92, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G SL + PGAKQN 
Sbjct 220 GSAARITAGIASLLSPGAKQN 240 



> r qi I 37 957282 1 qb I AAP03969. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.7 bits (78),, Expect = 0.92, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GS ARTT+G SLF PGAKQN 
Sbjct 83 GS VART TAG LTSL FT PGAKQN 103 



> V qi I 58198303 | qb 1 AAW65859. 1 1 envelope protein [synthetic construct] 
Length=577 

Score =34.7 bits (78), Expect = 0.93, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G SL + PGAKQN 
Sbjct 221 GSAARITAGIASLLSPGAKQN 241 



> F qi 1 33336957 |qb| AAQ1314 6. 11 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.7 bits (78), Expect = 0.95, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 83 GSAGRTVSGLASLFT PGAKQN 103 



> PI qi I 7 649243 |qb[AAF65811 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.7 bits (78), Expect = 0.96, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 73 GSAARTAAGLASLFS PGAKQN 93 



> V~ qi 1 109259770 | qb | AAW658 80.2 | envelope protein [synthetic construct] 
Length=578 

Score = 34.7 bits (78), Expect = 0.98, Method: Composition-based stats. 
Identities = 14/21 (66%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
G+A R T+GF LF PGAKQN 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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> C qi I 64 5014 31 1 qb | AAY41683. 1 1 envelope [Hepatitis C virus] 
Length=576 

Score =34.7 bits (78), Expect = 0.98, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G SL + PGAKQN 
Sbjct 220 GS AARI TAGI ASLLS PGAKQN 24 0 



> F qi I 33336563 | qb | AAQ1294 9. 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score =34.7 bits (78), Expect = 0.99, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG LFAPGAKQN 
Sbjct 83 GSAGRTVSGLAGLFAPGAKQN 103 



> f7 gi I 7 64 9239 | qb [ AAF65809. 1 1 polyprotein precursor [Hepatitis C virus] 
Length-18 6 

Score =34.7 bits (78), Expect = 0.99, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 73 GSAARTAAGLASLFS PGAKQN 93 



> H qi I 7 64 9247 | qb | AAF658 13 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.7 bits (78), Expect =1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 73 GSAARTAAGLASLFS PGAKQN 93 



> r qi 1 94 317855 | qb | ABF15187 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=176 

Score = 34.7 bits (78), Expect = 1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G A RTTSG VSLF PG+KQN 
Sbjct 68 GQAGRTTSGLVSLFKPGSKQN 88 



> f~~ qi | 7 670903 I qb [ AAF66271 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 
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Score =34.7 bits (78), Expect =1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+ N 
Sbjct 73 GSAARTTSGLVGLFNPGAQHN 93 



> r qi I 64501443 [qb | AAY41689 . 1 1 envelope [Hepatitis C virus] 
Length=57 6 

Score =34.7 bits (78), Expect =1.0, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G SL +PGAKQN 
Sbjct 220 GSAARITAGIASLLSPGAKQN 240 
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Length=115 



Score = 34.7 bits (78), Expect = 1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 83 GSAGRTVSGLASLFTPGAKQN 103 



> r qi | 7 64 9237 \ qb| AAF65808 . 1 I polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.7 bits (78), Expect =1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 
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Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 7 3 GSAART AAGLAS L FS PGAKQN 93 



> P qi I 33336507 | qb | AAQ12921 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.7 bits (78), Expect = 1.0, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SG VSL APGAKQN 
Sbjct 83 GSAGHTVSGLVSLLAPGAKQN 103 



> r qi | 4 4 69530 | qb | AAD21304 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 34.7 bits (78), Expect = 1.1, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR TSGF +LF+PGAKQ+ 
Sbjct 214 G G AARAT S G FAN L F S P G AKQ D 234 



> F gi I 50235322 | qb | AAT69968 . 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats. 
Identities = 14/21 (66%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+G V LF+PGA+QN 
Sbjct 390 GSAGRSTAGLVGLFS PGARQN 410 



> r qi I 33637202 I qb | AAQ237 57 . 1 | polyprotein [Hepatitis C virus] 
Length=190 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+ PGAKQN 
Sbjct 73 GSAGRS TAG FADLFS PGAKQN 93 



>f~ qi|7649233[ qb | AAF65806 . 1 1 polyprotein precursor [Hepatitis C virus] 
qi 1 7 64 9231 | qb 1 AAF658Q5 . 1 | polyprotein precursor [Hepatitis C virus] 
qi | 7 64 9225 1 qb | AAF658Q2 . 1 1 polyprotein precursor [Hepatitis C virus] 

Length=186 

Score = 34.7 bits (78), Expect = 1.1, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSAART +G SLF+ PGAKQN 
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> r qi | 33637208 | qb | AAQ23760. 1 1 polyprotein [Hepatitis C virus] 
Length=189 

Score = 34.7 bits (78), Expect = 1.1, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+ PGAKQN 
Sbjct 7 3 GSAGRS TAG FADLFS PGAKQN 93 



> F qi | 7 670911 1 qb | AAF6627 5 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score = 34.7 bits (78), Expect = 1.1, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTS V LF PGA+QN 
Sbjct 7 3 GSAARTTSSLVGLFNPGAQQN 93 



> IT qi I 7 6708 63 | qb 1 AAF66251 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=18 6 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives » 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTS V LF PGA+QN 
Sbjct 73 GSAARTTSSLVGLFNPGAQQN 93 



> IZ' ajJ 538018 65 | qblAAU94105. 1 1 polyprotein [Hepatitis C virus] 
Length=4 2 6 

Score =34.7 bits (78), Expect = 1.1, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA T SG ++FAPGAKQN 
Sbjct 199 GSAAHTVSGLATI FAPGAKQN 219 



> r qi | 134 4 8285 | qb | AAK26966 . 1 | polyprotein [Hepatitis C virus] 
Length=327 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGF L APGAKQN 
Sbjct 215 GAVS RTTSG FAGLLAPGAKQN 235 



> r qi I 7 64 9235 |qb|AAF65807 . 1 1 polyprotein precursor [Hepatitis C virus] 
qi | 7 64 922 9 | qb 1 AAF65804 . 1 1 polyprotein precursor [Hepatitis C virus] 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Length=186 

Score =34.7 bits (78), Expect = 1.1, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 73 G S AART AAG LAS L FS PGAKQN 93 



> F qi I 4 927576 1 qb | AAD33153 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G + AART T + G S L F+ PGAKQN 
Sbjct 65 GT AART TAG LAS L FS PGAKQN 85 



> □ qi I 33336831 1 qb | AAQ13083 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.7 bits (78), Expect = 1.1, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 83 GSAGRTVSGLASLFAPGARQN 103 



> H qi | 3333677 9 | qb | AAQ13057 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.7 bits (78), Expect = 1.1, Method: Composition-based stats 
Identities = 16/21 (76%), Positives - 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA+ T SG VSL APGAKQN 
Sbjct 83 GSASHTVSGLVSLLAPGAKQN 103 



> T qi [33336661 1 qb]AAQ12 998. 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score =34.7 bits (78), Expect =1.1, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG LFAPGAKQN 
Sbjct 83 GSAGRTVSGLAGLFAPGAKQN 103 



> r qi 1 134 4 8354 | qb | AAK27000 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =34.7 bits (78), Expect = 1.2, Method: Composition-based stats 
Identities = 14/21 (66%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AARTT+ FV +F+PGA+QN 
Sbjct 214 GGAARTTNSFVGMFSPGARQN 234 



> P qi I 84 380361 1 qb | ABC58410 . 1 1 polyprotein [Hepatitis C virus] 
Length=181 

Score = 34.7 bits (78), Expect = 1.2, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR TSG VSLF PGAKQ+ 
Sbjct 146 GTAARATSGLVSLFTPGAKQD 166 



> n qi 1 37 957197 1 qb 1 AAP03928 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GAT SGFVSL APGAKQN 
Sbjct 83 GXAGHTVSGFVSLLAPGAKQN 103 



> H qi I 5918 965 | qb I AAD56198 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AARTT G SLF+PGA QN 
Sbjct 390 GQAARTTQGLTSLFSPGASQN 410 



> H qi 1 90658415 1 qb | ABD97104 . 1 | polyprotein [Hepatitis C virus] 
Length=3021 

Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR SG VSLF PGAKQN 
Sbjct 390 GNAARGASGIVSLFTPGAKQN 410 



> F qi | 134 482 90 | qb | AAK2 6968 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGF L APGAKQN 
Sbjct 215 GAVSRTTSGFAGLLAPGAKQN 235 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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> V qi I 33336593 | qb | AAQ12 964 . 1 | polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG LFAPGAKQN 
Sbjct 83 GSAGRTVSGLAGLFAPGAKQN 103 



> F qi I 33637190 | qb | AAQ23751. 1 1 polyprotein [Hepatitis C virus] 
Length=190 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+PGAKQN 
Sbjct 7 3 GS AGRS TAG FADLFS PGAKQN 93 



> r qi I 134 4 8352 | qb | AAK2 6999 . 1 | polyprotein [Hepatitis C virus] 
Length=326 

Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 14/21 (66%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AARTT+ FV +F+PGA+QN 
Sbjct 214 GGAARTTN S FVGMFS PGARQN 234 



> r qi [ 134 4 8287 | qb | AAK2 6967 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

* G+ +RTTSGF L APGAKQN 
Sbjct 215 GAVSRTTSGFAGLLAPGAKQN 235 



> r qi I 33336539 1 qb 1 AAQ12937 . 1 1 polyprotein [Hepatitis C virus] 

qi | 33336537 | qb | AAQ12936 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> F qi | 33337031 ] qb | AAQ13183. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.3 bits (77), Expect = 1.2, Method: Composition-based stats. 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 1 5360 1 29 1 - 1 43 1 0-202775 1 6 1 80.BLASTQ 1 , 

Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SGF SLF P AKQN 
Sbjct 83 GSAGRTVSGFASLFTPDAKQN 103 



> r gi 1 33336801 1 qb) AAQ13068 . 1 1 polyprotein [Hepatitis C virus] 
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Length=115 



Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats 
Identities - 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r* qi I 7 649251 1 qb | AAF658 15 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.3 bits (77), Expect = 1.2, Method: Composition-based stats 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 7 3 GSAARTAAGLASLFSPGAKQN 93 



> r qi | 37 957131 1 qb | AAP038 95 . 1 j polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSAARTT+ FV +F+PGA+QN 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



RID=115360129M4310-20277516180.BLASTQ1, 

Sbjct 83 GSAARTTNS FVGMFS PGARQN 103 
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> r qi I 56342211 1 dbj IBAD7398 3. 1 [ polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives » 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AARTT GF SLF PG QN 
Sbjct 390 GAAARTTHGFTSLFTPGPSQN 410 



> r gi I 33336659 1 qb | AAQ12997 . 1 [ polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG LFAPGAKQN 
Sbjct 83 GSAGRTVSGLAGLFAPGAKQN 103 



> qi | 7 64 924 9 lqb| AAF65814 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 7 3 GSAARTAAGLASLFSPGAKQN 93 
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Lenqth=115 



Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG LFAPGAKQN 
Sbjct 83 G SAG RTVSG LAG LFAPGAKQN 103 



> FT qi I 33336535 |qb| AAQ12935. 1 1 polyprotein [Hepatitis C virus] 
qi | 33336517 |qbl AAQ12926. 1 | polyprotein [Hepatitis C virus] 
qi | 33336505 | qb 1 AAQ12 920 . 1 | polyprotein [Hepatitis C virus] 

Length=115 

Score = 34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r qi | 134 4 8283 I qb 1 AAK26965 . 1 1 polyprotein [Hepatitis C virus] 
Length=327 

Score = 34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+ +RTTSGF L APGAKQN 
Sbjct 215 GAVSRTTSGFAGLLAPGAKQN 235 



> f qi 1 3333697 3 | qb I AAQ13154 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 
GSA RT SG SLF PGAKQN 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct 83 GSAGRTVSGLASLFTPGAKQN 103 
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> r qi 1 5822084 8 1 qb | AAW68051 . 1 1 envelope protein [synthetic construct] 
Length=578 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 ' 

GSAA +TSG SLF+PG KQN 
Sbjct 221 GSAAYSTSGLASLFSPGPKQN 241 



> r qi | 3333654 3 1 qb | AAQ12939 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> f~ qi I 62554 071 1 dbj | BAD95611 . 1 1 polyprotein [Hepatitis C virus] 
Length=543 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA TTS F SLF+PG +QN 
Sbjct 200 GSAAHTTSRFTSLFSPGPQQN 220 



> F~ qi I 33637198 | qb | AAQ23755 . 1 | polyprotein [Hepatitis C virus] 
Length=189 

Score =34.3 bits (77), Expect = 1.3, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+PGAKQN 
Sbjct 7 3 GSAGRSTAGFADLFS PGAKQN 93 



> r gi I 33336877 | qb 1 AAQ13106 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SL APGAKQN 
Sbjct 83 GSAGRTVSGLASLLAPGAKQN 103 



> P qi I 33336983 1 qb | AAQ13159 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities « 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 83 GSAGRTVSGLASLFT PGAKQN 103 



> r gjj 134 4 8 64 6 | qb[ AAK2714 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=315 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TTSG SLF PGAKQ+ 
Sbjct 210 GSAAQTTSGLASLFNPGAKQD 230 



> V qi 1 1334 4 957 | qb| AAK19132 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=415 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLFAPGA+QN 
Sbjct 390 GSAGRTVSGLASLFAPGARQN 410 



> [2 qi I 7 67 0915 | qb | AAF66277 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTS V LF PGA+QN 
Sbjct 7 3 GS AARTT S S L VGL FN PGAQQN 93 



> F qil 333366631 qb | AAQ12 999. 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG L FA PGAKQN 
Sbjct 83 GSAGRTVSGLAGLFAPGAKQN 103 



> F qi | 333369291 qb | AAQ131 32 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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GSA R SG SLFAPGAKQN 
Sbjct 83 GSAGRAVSGLASLFAPGAKQN 103 



> r qi I 33637206 | qb | AAQ237 59. 1 1 polyprotein [Hepatitis C virus] 
Length=189 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF LF+PGAKQN 
Sbjct 7 3 GSAGRSTAGFADLFSPGAKQN 93 



> r qi | 7 67 0913 | qb | AAF6627 6 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTS V LF PGA+QN 
Sbjct 73 GSAARTTS SLVGLFNPGAQQN 93 



> r qi ) 7 65025 6 | qb I AAF65959. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 15/20 (75%), Positives = 16/20 (80%), Gaps = 0/20 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQ 20 

G+ ARTTSGF SLF PGA Q 
Sbjct 390 GATARTTSGFTSLFTPGASQ 409 



> r qi 1 8 4 380358 | qb I ABC584 09 . 1 1 polyprotein [Hepatitis C virus] 

qi 1 84 380351 | qb | ABC584 06 . 1 | polyprotein [Hepatitis C virus] 
Length=181 

Score =34.3 bits (77), Expect = 1.4, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+AAR TSG VSLF PGAKQ+ 
Sbjct 14 6 GTAARATSGLVSLFTPGAKQD 166 



> P qi I 59474 1 emb | CAA37292 . 1 1 unnamed protein product [Hepatitis C virus] 
Length=309 

Score =34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 'GSAARTTSGFVSLFAPGAKQN 21 

GSAAR+T+G SLF PGA+QN 
Sbjct 262 GSAARSTAGVASLFTPGARQN 282 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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>r qi | 4 927628 1 qb 1 AAD33205 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 65 G S AART AAG LAS L FS PG AKQN 85 



> r qi 149276051 qb | AAD33182 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score =34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 65 GS AARTAAGLAS L FS PGAKQN 85 



> r qi I 4 927572 | qb j AAD3314 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score =34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct * 65 GS AART AAGLASLFS PGAKQN 85 



> r qi 133637212 | qb | AAQ237 62. 1 1 polyprotein [Hepatitis C virus] 
Length=190 

Score = 34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps - 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA R+T+GF ' LF+ PGAKQN 
Sbjct 73 GSAGRSTAGFADLFS PGAKQN 93 



> T qi I 33336529 | qb | AAQ12932.il polyprotein [Hepatitis C virus] 
Length=115 

Score =-34.3 bits (.77), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) ' 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r qi | 16518 682 Iqb | AAL24 94 2 . 1 \ glycoprotein [Hepatitis C virus] 
qi I 16518 680 | qb| AAL24 941 . 1 1 glycoprotein [Hepatitis C virus] 
qi 1 16518 678 |qbl AAL24 94 0. 1 1 glycoprotein [Hepatitis C virus] 
qi 1 16518676|qb|AAL24939. 1 I glycoprotein [Hepatitis C virus] 

Length=85 
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Score = 34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 17/21 (80%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR T+G VSLF+PGAKQN 
Sbjct 55 GSAARATTGLVSLFS PGAKQN 75 



>r qi 12034 0011 | qb I AAM1 9658. 11 E1/E2 protein [Hepatitis C virus] 
Length=154 

Score =34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+A+RTT+GF SLF PGA+QN 
Sbjct 105 GT AS RTT AG FASL FN PGARQN 125 



> r qi 1 4 4 69527 | qb 1 AAD21301 . 1 | polyprotein [Hepatitis C virus] 
Length=326 

Score =34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities - 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR TSG +LF+PGAKQ+ 
Sbjct 214 GSAARATSGLANLFSPGAKQD 234 



> C qi | 3333694 5 | qb | AAQ1314 0 . 1 [ polyprotein [Hepatitis C virus] 
Length=115 

Score = 34.3 bits (77), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 83 GSAGRTVSGLASLFT PGAKQN 103 



> r qi 1 134 4 8234 | qb 1 AAK2 694 1 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 34.3 bits (77)-, Expect = 1.5, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G VSL + PG KQN 
Sbjct 214 GSAAKTTAGLVSLLSPGPKQN 234 

> T qi 1 2212 97 93 [ref I NP 6714 91. 1 1 B polyprotein [Hepatitis C virus] 

qi 1 2316098 I qb | AAB66324 . 1 [ El polyprotein [Hepatitis C virus] 
Length=3011 

Score =34.3 bits (77), Expect =1.5, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/22/2006 



RID= 1 1 53 60 1 29 1 - 1 43 1 0-202775 1 6 1 80.BL ASTQ 1 , 



Page 56 of 60 



Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RTT+G V L PGAKQN 
Sbjct 390 GS AG RTTAGLVGLLT PGAKQN 410 



> r qi| 4 927597 |qblAAD33174 . 1 [ polyprotein [Hepatitis C virus] 
Length-175 

Score =33.9 bits (76), Expect = 1.5, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+ PGAKQN 
Sbjct 65 GSAARTAAGLASLFS PGAKQN 85 



> [7 gi I 333367 81 1 qb | AAQ13058 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r gil 33336511 1 qb 1 AAQ12923 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =33.9 bits (76), Expect = 1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r gi I 333364 81 1 qb 1 AAQ12908 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> r gi | 7 670929 | qb | AAF66284 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=186 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAARTTSG V LF PGA+ N 
Sbjct 7 3 GSAARTTSGLVGLFNPGAQHN 93 
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> r qi 1 134 4 8266 | qb | AAK26957. 1 J polyprotein [Hepatitis C virus] 
Length=326 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G VSL +PG KQN 
Sbjct 214 GSAAKTTAGLVSLLSPGPKQN 234 



> r qi 133336755 | qb | AAQ1304 5 . 1 1 polyprotein [Hepatitis C virus] 
qi | 33336533 | qb | AAQ12934 . 1 | polyprotein [Hepatitis C virus] 
qil 333364 87 | qb | AAQ12911. 1 1 polyprotein [Hepatitis C virus] 

Length=115 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA T SG VSL APGAKQN 
Sbjct 83 GSAGHTVSGLVSLLAPGAKQN 103 



> r qil 239557 59| qb | AAN4 0611. 1 I polyprotein [Hepatitis C virus] 
Length=191 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 G S AART T S G FVS L FA PG AKQN 21 

GS ARTTSGF LF PGA QN 
Sbjct 73 GSVARTTSGFTGLFNPGASQN 93 



> FT <?i | 13344961 1 qb I AAK19134 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=415 

Score =33.9 bits (76), Expect =1.6, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG SLF PGAKQN 
Sbjct 390 GSAGRTVSGLASLFTPGAKQN 410 



> r qi | 44 69528 | qb I AAD213Q2 . 1 | polyprotein [Hepatitis C virus] 
Length=326 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAAR TSG +LF+PGAKQ+ 
Sbjct 214 GSAARATSGLANLFSPGAKQD 234 



> r qi 1 134 4 8232 |qb| AAK2 694 0. 1 1 polyprotein [Hepatitis C virus] 

qi 1 134 4 8230 1 qb | AAK2 6939. 1 1 polyprotein [Hepatitis C virus] 
Length=326 
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Score =33.9 bits (76), Expect =1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G VSL + PG KQN 
Sbjct 214 GSAAKTTAGLVSLLS PGPKQN 234 



> r qi 1 134482261 qb | AAK2 6937. 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score =33.9 bits (76), Expect =1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA+TT+G VSL +PG KQN 
Sbjct 214 GSAAKTTAGLVSLLS PGPKQN 234 



> r gi I 4 927 608 | qb 1 AAD33185 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 65 GSAARTAAGLASLFS PGAKQN 85 



> F qi I 4 927 622 | qb 1 AAD33199 . 1 1 polyprotein [Hepatitis C virus] 

qi 1 4 927598 | qb | AAD3317 5 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 65 GSAARTAAGLASLFS PGAKQN 85 



> r qi 1 4 9275 68 | qb | AAD3314 5 . 1 1 polyprotein [Hepatitis C virus] 
Length=175 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 18/21 (85%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAART +G SLF+PGAKQN 
Sbjct 65 GSAARTAAGLASLFS PGAKQN 85 



> F qi 12034 0013 |qb|AAMl 9659. 1 1 E1/E2 protein [Hepatitis C virus] 
Length=154 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 19/21 (90%), Gaps = 0/21 (0%) 
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Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G+A+RTT+GF SLF PGA+QN 
Sbjct 105 GT AS RT TAG FAS L FN PG ARQN 125 



> r qi I 221512 | dbj | BAA00705 . 1 1 structural protein [Hepatitis C virus] 
Length=513 

Score =33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR SG VSLF PGAKQN 
Sbjct 390 GQAARAMSGLVSLFT PGAKQN 410 



> r qi I 33336795 I qb | AAQ13065 . 1 1 polyprotein [Hepatitis C virus] 
Length=115 

Score =33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> T gi 1333367 63 | gb 1AAQ1304 9.1I polyprotein [Hepatitis C virus] 
Length=lr5 

Score =33.9 bits (76), Expect =1.7, Method: Composition-based stats. 
Identities = 16/21 (76%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSA RT SG V L APGAKQN 
Sbjct 83 GSAGRTVSGLVGLLAPGAKQN 103 



> F qi I 134 4 84 54 { qb | AAK2704 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=326 

Score = 33.9 bits (76), Expect = 1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 16/21 (76%), Gaps = 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

GSAA T+GF LF PGAKQN 
Sbjct 214 GSAAHATAGFAGLFTPGAKQN 234 



> r qi I 53801722 |qb|AAU94 034 .1 1 polyprotein [Hepatitis C virus] 
Length=426 

Score =33.9 bits (76), Expect =1.7, Method: Composition-based stats. 
Identities = 14/21 (66%), Positives = 18/21 (85%), Gaps - 0/21 (0%) 

Query 1 GSAARTTSGFVSLFAPGAKQN 21 

G AAR+TSGF+ LF PG+KQ+ 
Sbjct 199 GVAARSTSGFIGLFQPGSKQD 219 
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> r qi I 6521009 Idbj IBAA88057. 1 1 polyprotein [Hepatitis C virus {isolate VAT96) ] 

qi 1 82007035 | sp|Q9QAXl I POLG HCVVA Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7 ; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 
Length=3033 

Score =33.9 bits (76), .Expect = 1.7, Method: Composition-based stats. 
Identities = 15/21 (71%), Positives = 17/21 (80%), Gaps = 0/21 (0%) 

Query 1 G S AART T S G F V S L F A P G AKQN 21 

G AARTT G VSLF PG++QN 
Sbjct 390 GHAARTTHGLVSLFTPGSQQN 410 



Get selected sequences j Select all | Deselect all | j Distance tree of results | 



Database: All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding 
environmental samples 

Posted date: Jul 21, 2006 3:13 AM 
Number of letters in database: 1,312,719,415 
Number of sequences in database: 3,807,609 
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H 



Lambda 

0.311 0.123 0.341 
Gapped 

Lambda K . H 

0.267 0.0410 0.140 
Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 3807609 
Number of Hits to DB: 4479366' 
Number of extensions: 36593 
Number of successful extensions: 28 
Number of sequences better than 10: 0 
Number of HSP f s better than 10 without gapping: 0 
Number of HSP's gapped: 28 
Number of HSP's successfully gapped: 0 
Length of query: 21 
Length of database: 1312719415 
Length adjustment: 0 
Effective length of query: 21 
Effective length of database: 1312719415 
Effective search space: 27567107715 
Effective search space used: 27567107715 
T: 11 
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results of JBf^i\i3 1 

BLASTP 2.2.14 [May-07-2006] 

Reference : 

Altschul, Stephen F. , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:3389-34 02. 

Reference : 

Schaffer, Alejandro A., L. Aravind, Thomas L. Madden, Sergei 
Shavirin, John L. Spouge, Yuri I. Wolf, Eugene V. Koonin, and 
Stephen F. Altschul (2001), "Improving the accuracy of PSI-BLAST 
protein database searches" with composition-based statistics 
and other refinements", Nucleic Acids Res. 29:2994-3005. 

RID: 115360224 8-17953-92119523316. BLASTQ4 



Database: Non-redundant SwissProt sequences 

208,958 sequences; 78,544,511 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
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Distance tree of results iWM 



Sequences producing significant alignments: 



Si 

si 
gj 
si 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 
at 



at 



130455 1 sp[ P26664 | POLG HCV1 Genome polyprotein [Contains: C. 
130461 |sp| P27958 1 POLG HCVH Genome polyprotein [Contains: C. 
130458 jsp I P26663] POLG HCVBK Genome polyprotein [Contains: . 
266820 [sp | Q002691 POLG HCVJT Genome polyprotein [Contains: . 
819928061 sp|Q81754 | POLG HCVH9 Genome polyprotein [Contains. 
68565847 | sp| Q9WMX2 | POLG HCVCO Genome polyprotein [Contains. 
2 66821 1 sp | P2 98 4 6 1 POLG HCVTW Genome polyprotein [Contains: . 
130469 | sp| P26662 | POLG HCVJA Genome polyprotein [Contains: . 



81960062 | sp|Q913D4 | POLGHCVIN 



819242661 spl091936| POLG HCVSA 



81924482 | sp | 09252 9 1 POLG_HCVT5 



81985682|splQ5I2N31POLG HCV6A 



819244831 splO92530| POLG HCVVN 



81924484 | sp| 092531] POLG HCVVO 



819213861 spl0399291 POLG HCVED 



81921385 | sp | 039928 | POLG_HCVEV 



81921384 | sp|Q39927 | POLG HCVEU 



81924485 | sp IQ92532 | POLGHCVVP 



81938291 | sp|Q68798 | POLG HCVJL 



81992783|sp|Q81258|POLG HCVNZ 



75566979|splQ81495|POLG HCVK3 



82007035 I sp 1 Q9QAX1 1 POLG HCVVA 



82004405 | sp|Q9DHD61 POLG HCVJP 



Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 
Genome polyprotein 



[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains , 
[Contains , 
[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains . 
[Contains , 



1304 68 |sp|P26661 | POLG HCVJ8 Genome polyprotein [Contains: . 
81992797 |splQ81487 1P0LG_HCVTR Genome polyprotein [Contains. 
1304661sp|P26660|POLG HCVJ6 Genome polyprotein [Contains: . 



81938267 | sp | Q6874 9 1 POLG HCVBB Genome polyprotein [Contains. 
81938293|splQ68801|POLG HCVJK Genome polyprotein [Contains. 
81967359|splQ99IB8 | POLG HCVJF Genome polyprotein [Contains. 
68565638|sp|Q694221POLG GBVB Genome polyprotein [Contains:. 
4 6396995|sp|Q96662 1POLG BVDVC Genome polyprotein [Contains, 
1346739|sp|P19711|POLG BVDVN Genome polyprotein [Contains:. 
400808 | sp| Q01499 | POLG_BVDVS Genome polyprotein [Contains: , 
130457 | sp| P21530 | POLG_CSFVB Genome polyprotein [Contains: . 
14917023|sp|P19712|POLG CSFVA Genome polyprotein [Contains. 

130522|sp|P04517|POLG TEV Genome polyprotein [Contains: PI. 
3914417 ]sp|Q84934 | POLG PPVSK Genome polyprotein [Contains:. 
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0.0 
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qi|130505|splP17766|POLG PPVNA Genome polyprotein [Contains: ... 56.2 4e-07 

qi|464430|sp|P17767|POLG PPVRA Genome polyprotein [Contains: ... 55.5 6e-07 

qi|6226884 I sp 1 P13529 | POLG PPVD Genome polyprotein [Contains: ... 55.5 6e-07 

qi|21431801|sp|P31999|POLG LMVO Genome polyprotein [Contains:... 55. 1 7e-07 

qi I 3914412 |sp)P89509| POLG TUMVJ Genome polyprotein [Contains:... 55.1 8e-07 

qi I 417510 I SPIQ01500 | POLG PEMVC Genome polyprotein [Contains: ... 55. 1 9e-07 

qi|548557|sp|Q02597|POLG TUMVQ Genome polyprotein [Contains: ... 54 .7 le-06 

qi|56757564|sp|P05769|POLG MVEV5 Genome polyprotein [Contains... 53.9 2e-06 

qi|21431806|sp|P21231|POLG SBMVN Genome polyprotein [Contains... 53.5 3e-06 

qi|3914399|sp|P89876|POLG LMVE Genome polyprotein [Contains: ... 52.0 8e-06 

qi I 62900634 |sp|Q6XW15 I POLG BTMV Genome polyprotein [Contains:... 51. 6 9e-06 B 

qi|3914397 | sp 1 Q65399 | POLG BCMVN Genome polyprotein [Contains:... 51.6 9e-06 

qi | 39144 18 [ sp 1 Q89330 | POLG_ZYMVR Genome polyprotein [Contains:... 51.2 le-05 

qi|3914419|splQ900691POLG SBMVG Genome polyprotein [Contains:... 50.4 2e-05 

qi I 266813 | sp| P29990 ] POLG DEN26 Genome polyprotein [Contains: ... 50.4 2e-05 

qi|3915808 I sp 1 P1847 9 1 POLG ZYMVC Genome polyprotein [Contains:... 50.1 2e-05 

qi|201416571sp]O36979|POLG ZYMVS Genome polyprotein [Contains... 49.7 4e-05 

qi | 68067450 | sp | P17765 | POLG_BYMV Genome polyprotein [Contains:... 49.7 4e-05 

qi 1 1709704 | sp | P14 34 0 1 POLG DEN2N Genome polyprotein [Contains:... 49.3 5e-05 

qi 1 130490 | sp| P27395 | POLG JAEV1 Genome polyprotein [Contains: ... 49.3 5e-05 

qi I 417507 | sp| P32886I POLG JAEVJ Genome polyprotein [Contains: ... 49.3 5e-05 

qi | 266814 | sp| P2-9991 1 POLG DEN27 Genome polyprotein [Contains: ... 48 . 9 6e-05 

qi | 130491 | sp| P19110 | POLG_JAEV5 Genome polyprotein [Contains: ... 48 . 9 7e-05 

qi | 130428 | sp | P07564 | POLG DEN 2 J Genome polyprotein [Contains: ... 48 . 5 9e-05 

qi I 46396621 1 sp|Q85197 | POLG PVMA Genome polyprotein [Contains:... 48.1 le-04 

qi|4644291sp|P33515[POLG MCFA Genome polyprotein [Contains: C... 48 . 1 le-04 13 

qi|39932633|sp| [P27914_2 [Segment 2 of 2] Genome polyprotein ... 47.8 le-04 

qi|130430|sp|P12823|POLG DEN2P Genome polyprotein [Contains: ... 47.8 le-04 

qi|130509|sp|P29152 1POLG PSBMV Genome polyprotein [Contains: ... 47.4 2e-04 

qi|4008181splQ02963iPOLG PVYHU Genome polyprotein [Contains: ... 46.2 4e-04 

qi | 8247947 1 sp | P09814 | POLG TVMV Genome polyprotein [Contains: ... 46.2 4e-04 B 

qi | 3914379 | sp | Q65730 I POLG BSTVl Genome polyprotein [Contains:... 45.8 4e-04 

qi I 4101947 3 | sp | P098 66 | P0LG_DEN4 Genome polyprotein [Contains:... 45.4 6e-04 

qi I 130437 1 sp| P27915 1 POLG DEN3 Genome polyprotein [Contains: C... 45.4 6e-04 

Qi I 1346743|sp|P18247|POLG PVYN Genome polyprotein [Contains: ... 45.1 9e-04 

qi| 130530 |sp|P199011 POLG YEFV2 Genome polyprotein [Contains: ... 44.7 0.001 

qi I 1305291 sp | P03314 [POLG YEFV1 Genome polyprotein [Contains: ... 44.7 0.001 

qi 126006959 | sp 1 060231 1 DHX16_HUMAN Putative pre-mRNA- splicing ... 43.1 0.003 H 

qi | 38502930 | sp | Q7YR39 | DHX16 PANTR Putative pre -mRNA- splicing ... 43.1 0.003 B 

qi I 37999909 | sp| P06935 | POLG "WNV Genome polyprotein [Contains: ... 43.1 0.004 B 

qi | 19862987 | sp | Q10752 | CDC28 SCHPO Putative ATP-dependent RNA hel 42 . 0 0.007 

qi I 464427 | sp[ P33478 | POLG DENIS Genome polyprotein [Contains: ... 41.6 0.010 

qi | 6093763 | sp| 056075 | POLG PEMVM Genome polyprotein [Contains:... 40.4 0.023 

qi | 46396755 | sp | P90245 | POL1 BAMMN Genome polyprotein 1 [Contai... 39.7 0.032 

qi I 1709707 | sp|Q01299| POLG TBEVH Genome polyprotein [Contains:... - 39.7 0.035 

qi[6226885|sp|P14336|POLG TBEVW Genome polyprotein [Contains:... 39.3 0.042 

qi| 1709706|sp|Q01901[POLG PRSVH Genome polyprotein [Contains:... 39. 3 0.047 

qi | 549698 I sp I P36009 1 DHR2_YEAST Probable ATP-dependent RNA hel... 39. 3 0.050 QI 

qi I 4 64428 | sp| P29837 1 POLG LANVT Genome polyprotein [Contains: ... 38 .9 0.053 

qi | 54041622 | sp I P15043 I RECQ ECOL1 ATP-dependent DNA helicase recQ 38 . 1 0.11 

qi 1 22 654 27 6 | sp I 094 7 62 | RECQ5_HUMAN ATP-dependent DNA helicase Q5 37.7 0.13 B 

qi | 19859341 | sp I P40724 | RECQ SALTY ATP-dependent DNA helicase recQ 37.7 0.14 

qi| 17366114 [ sp | Q9VGI8 1 BLM DROME Bloom syndrome protein homolo. . . 37.4 0.16 B 

qi I 130494 | spj P14335 | POLG KUNJM Genome polyprotein [Contains: ... 37.4 0.19 

qi I 20137928 I sp | Q9BKQ8 | DHX35 CAEEL Probable ATP-dependent RNA hel 37.0 0.21 B 

qi|130520|sp|P07720|POLG TBEVS Genome polyprotein [Contains: ... 37.0 0.22 

qi | 20137971 | sp | Q9H5Z1 | DHX35HUMAN Probable ATP-dependent RNA hel 36. 6 0.30 B 

qi 1 21431859 I sp I P34305 | RHA2_CAEEL Putative ATP-dependent RNA heli 36.6 0.30 B 
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qi | 61212955 ] sp | Q5RBD4 I DHX35 PONPY Probable ATP-dependent RNA hel 

qi 1464912 | sp | P35187 1 SGS1 YEAST ATP-dependent helicase SGS1 (Heli 
qi 118202817 | sp | Q9CL211RECQ PASMU ATP-dependent DNA helicase recQ 
qil2500112|sp|P71359|RECQ HAEIN ATP-dependent DNA helicase recQ 

Qi I 1705486|splP541321BLM HUMAN Bloom syndrome protein (RecQ p. . . 

qi[5921178|splO887001BLM MOUSE Bloom syndrome protein homolog (m 

qi | 130804 | sp I P20Q95 | PRP2YEAST Pre -mRNA- splicing factor ATP-depe 

qil 39155191 sp 104 524 41 DHX16 CAEEL Probable pre-mRNA-splicing f... 

qi | 2421204 01 sp | Q8UDM3 1 MURE AGRT5 UDP-N-acetylmuramoylalanyl-D . . . 

qi| 173660861sp|Q9I920|BLM CHICK Bloom syndrome protein homolog 
qi | 730353 | sp 1 Q04 538 | POLG POWVL Genome polyprotein [Contains: ... 

qi| 59803058 [ splQ9SEL7 | DEGP5 ARATH Protease Do-like 5, chloroplas 
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> r qi I 130455 I sp 1 P26664 1 POLG HCV1 Genome polyprotein [Contains: Core protein p21 (Caps: 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) / p7; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68) ] 
Length=3011 

Score = 1302 bits (3370), Expect = 0.0, Method: Composition-based stats. 
Identities = 683/685 (99%), Positives - 683/685 (99%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query. 121 ds rgsl IsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLS PRPI S YLKGS SGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVV WAT DALMTGYTG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 
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RID: 1153602163-31376-31136956327. BLASTQ1 



Database: pat 

301,733 sequences; 55,455,050 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
Taxonomy reports 

Query= 

Length=685 



Distribution of 102 Blast Hits on the Query Sequence 

jMouse-over to show defline and scores, click to show alignments — 
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Distance tree of results M^M 

Score E 

Sequences producing significant alignments: (Bits) Value 

qi I 594 200 Iqb IAAA55807.il Sequence 53 from Patent EP 0318216 >. . . 1303 0.0 

qi | 3168 9077 | qb| AAP6104 8 . 1 | Sequence 2 from patent US 6538123 ... 1302 0.0 

qi | 21508 650 | qb 1 AAM58 139 . 1 | Sequence 1 from patent US 6379886 1302 0.0 

qi| 593530 Iqb | AAA55137. 1 | Sequence 2 from Patent EP 0388232 1302 0.0 

qi I 14101397 | qb 1 AAE53714 . 1 | Sequence 66 from patent US 6150087 1301 0.0 

qi I 141014 33 1 qb [ AAE53750 . 1 [ Sequence 138 from patent US 6150087 1299 0.0 

qi | 594199 1 qb | AAA55806 . 1 1 Sequence 47 from Patent EP 0318216 >... 1299 0.0 

qi | 141014 09 lqblAAE5372 6. 1 1 Sequence 89 from patent US 6150087 1298 0.0 

qi | 5924 32 1 qb | AAA54 039 . 1 1 Sequence 14 from Patent WO 8904669 1297 0.0 

qi I 14101402 1 qb | AAE537 1 9 . 1 | Sequence 75 from patent US 6150087 1297 0.0 

qi I 33737 4 06 jqb | AAQ4 1059. 1 1 Sequence 23 from patent US 657 6417... 1293 0.0 

qi | 141013911 qb | AAE5 3 7 08.1 1 Sequence 54 from patent US 6150087 1292 0.0 

qi I 14101424 |qb | AAE53741. 1 I Sequence 124 from patent US 6150087 1290 0.0 

qi | 91165235 | qb | ABE25678 . 1 | Sequence 3 from patent US 7022323 1286 0.0 

qi | 12828 94 6 1 qb | AAE5064 6 . 1 | Sequence 2 from patent US 6127116 1286 0.0 

Qi I 6001418|qb|AAE22380.1 | Sequence 2 from patent US 5854001 >... 1285 0.0 

qi | 16239032 | qb | AAE788 69 . 1 | Sequence 3 from patent US 6274148 ... 1285 0.0 

qi | 14 124296 [qb | AAE604 92. 1 | Sequence 6 from patent US 6194140 ... 1285 0.0 

qi I 6001417 |qb IAAE2237 9.il Sequence 1 from patent US 5854001 >... 1284 0.0 

qi | 75915319 | qb | ABA29873. 1 | Sequence 20 from patent US 6921634... 1283 0.0 

qi | 14103322 [qb | AAE54756. 1 | Sequence 5 from patent US 6153421 1283 0.0 

qi I 12828 947 |qb | AAE50647 . 1 1 Sequence 20 from patent US 6127116 1282 0.0 

qi | 56627 907 |qb | AAW0624 4 . 1 | Sequence 2 from patent US 6797809 ... 1271 0.0 

qi | 4 2 685370 |qb | AAS29951. 1 | Sequence 1 from patent US 6680059 ... 1268 0.0 

qi I 401537 67 | qb | AAR65053 . 1 | Sequence 1 from patent US 6630298 1264 0.0 

qi I 91135471 1 qb 1 ABE17566 . 1 1 Sequence 7 from patent US 6986892 ... 1261 0.0 

qi I 56611438 |qb | AAW04 088.il Sequence 2 from patent US 6790612 ... 1253 0.0 

qi | 566114 50 |qb | AAW04 100. 1 | Sequence 16 from patent US 6790612... 1251 0.0 

qi 1 56611444 | qb|AAW04 094 . 1 | Sequence 9 from patent US 6790612 ... 1251 0.0 

Qi I 91175853 Iqb | ABE2 654 7. 1| Sequence 36 from patent US 7022830... 1249 0.0 

qi| 91175828 Iqb I ABE2 6522. 1 1 Sequence 3 from patent US 7022830 ... 1248 0.0 

qi | 91175835 I qb | ABE2 6529 . 1 1 Sequence 10 from patent US 7022830... 1247 0.0 

Qi 1 91175833 |qb | ABE2 6527. 1| Sequence 8 from patent US 7022830 ... 1247 0.0 

qi | 91175829 | qb | ABE2 6523 . 1 1 Sequence 4 from patent US 7022830 ... 1247 0.0 

Qi I 91175830 |qb I ABE2 6524 . 1 1 Sequence 5 from patent US 7022830 ... 1247 0.0 

qi| 91175831 1 qb | ABE26525 . 1 1 Sequence 6 from patent US 7022830 ... 1246 0.0 

Qi 1 9117 5834 | qb | ABE26528 . 1| Sequence 9 from patent US 7022830 ... 1245 0.0 

qi | 91175832 |qb | ABE2 652 6. 1 j Sequence 7 from patent US 7022830 ... 1244 0.0 
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qi| 566114 40 |qb|AAW04090. 1 I 



566114521 qb I AAW04 102 . 1 | 



6088489lemblCAB58625.ll 



5661144 6 | qb | AAW04096. 1 j 



15110168 I qb 1 AAE67832 . 1 1 



91175836 | qb | ABE2 6530. II 



21511415|qb|AAM58819.1| 



15110179|qb|AA£67843.1| 



15110177|qb|AAE67841.1| 



40155205 | qb | AAR65358 . 1 [ 



22207336 | emb | CAD4 3574 . 1 | 



22207310 | emb | CAD4 3569.1 | 



40155197 [qb | AAR65350. 1 1 



15110167|qb|AAE67831.1 



40155213 Iqb | AAR65366.1 | 



Sequence 4 from patent US 6790612 . 
Sequence 18 from patent US 6790612. 
PT-NANBH coding sequence [unidentifie 
Sequence 11 from patent US 6790612.. 
Sequence 14 from patent US 6217872.. 
Sequence 11 from patent US 7022830.. 
Sequence 2 from patent US 6383768 
Sequence 36 from patent US 6217872.. 
Sequence 32 from patent US 6217872.. 
Sequence 15 from patent US 6630343.. 
unnamed protein product [Hepatiti.. 
unnamed protein product [Hepatitis C 
Sequence 3 from patent US 6630343 
Sequence 12 from patent US 6217872... 
Sequence 27 from patent US 6630343 

unnamed protein product [Hepatitis C 
Sequence 3 from patent US 6706874 . . . 

unnamed protein product [Hepatitis C 
Sequence 12 from patent US 6630343... 

unnamed protein product [Hepatitis C 
Sequence 42 from patent US 6921634 
Sequence 33 from patent US 6630343 
Sequence 24 from patent US 6630343 
Sequence 21 from patent US 6630343 
Sequence 3 from patent US 6153421 
Sequence 30 from patent US 6630343 
Sequence 18 from patent US 6630343 

unnamed protein product [synthetic c 

7 591532 6 | qb[ABA2 9880. 1 | Sequence 40 from patent US 6921634 
24 92380 |qb | AAB80516. 1 1 158188 Sequence 12 from patent US 56100 



22207308 | emb | CAD4 3568 . 1 | 



47253871 |qb] AAT22078 . 1 | 



22207312 | emb | CAD4 3570. 1 | 



4 0155203 |qb I AAR65356. 1 | 



22207 314 |emb|CAD4 3571. 1 | 



75915327|qb|ABA29881.1| 



401552171qb|AAR65370.1| 



4 0155211 [qb | AAR65364 . 1 | 



401552Q9|qb|AAR65362.1| 



14103321|qb|AAE54755.11 



40155215|qb|AAR65368.1 



4 0155207 | qb| AAR65360. 1 | 



57 97 6150 | emb|CAI4 5364 . 1 | 



14124293|qb|AAE60489.1| 



14116992|qb|AAE59258.1| 



91175837|qb|ABE26531.1| 



Sequence 1 from patent US 6194140 
Sequence 2 from patent US 6183121 
Sequence 12 from patent US 7022830, 
Sequence 25 from patent US 6251583 



16223290 | qb| AAE74710. 1 | 
24 92382 |qb! AAB805 18 . 1 | 158190 Sequence 14 from patent US 56100 
3211591 |qb | AAC21351 . 1 | 1832 94 Sequence 86 from patent US 57.. 
3211583 |qb | AAC2 134 3. 1 | 18328 6 Sequence 70 from patent US 57.. 
3991311 Iqb | AAC84 738.1 | AR001742 Sequence 1 from patent US 5739 



40194424 |qb|AAR78465.1 



5944570|qb|AAE02646.1| 



40194435|qb|AAR78476.1| 



4 0194 4 33 | qb| AAR7847 4 . 1 | 



40194412|qb|AAR78453.1 



4 0194 4 32 | qb| AAR784 73. 1 | 



40194431|qb|AAR78472.1| 



40194434 jqb|AAR78475. II 



4 0194 4 20 |qb | AAR7 8 4 61. 1 1 



4 0194 416 [qb | AAR784 57 . 1 | 



29719545|qb|AAP01889.1| 



Sequence 23 from patent US 6653127. 

Sequence 1 from patent US 5861297 

Sequence 72 from patent US 6653127.. 

Sequence 66 from patent US 6653127.. 

Sequence 11 from patent US 6653127.. 

Sequence 63 from patent US 6653127.. 

Sequence 60 from patent US 6653127.. 

Sequence 69 from patent US 6653127.. 

Sequence 19 from patent US 6653127.. 

Sequence 15 from patent US 6653127.. 

Sequence 1 from patent US 6524589 

Sequence 20 from patent US 6653127.. 

Sequence 13 from patent US 6653127.. 

Sequence 12 from patent US 6653127.. 

Sequence 3 from patent US 6524589 . . 

Sequence 17 from patent US 6653127.. 

Sequence 16 from patent US 6653127.. 

Sequence 14 from patent US 6653127.. 

Sequence 18 from patent US 6653127.. 

Sequence 6 from patent US 6680059 . . 

Sequence 3 from patent US 6379886 

Sequence 8 from patent US 5428145 

9114 9570 |qb | ABE23185.1 | Sequence 4 from patent US 7009044 



4 0194 4 21 | qb| AAR7 84 62. 1 | 



40194414 |qb|AAR78455.1| 



4 0194 413 | qb | AAR784 54 . 1 | 



29719547|qb|AAP01891.1| 



40194418 jqb|AAR78459. 1| 



40194417|qb|AAR78458.1| 



4 0194 415 |qb|AAR784 56. 1 1 



40194419|qb|AAR78460.1| 



42685375 |qb | AAS2 9956.1 | 



21508653|qb|AAM58141.1| 



911719|qb|AAA71173.1| 
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I 83327409 | qb I ABC05586 . 1 



911720|qb|AAA71174.11 



911718 [qb|AAA71172. 1 | Sequence 5 



15110181|qb|AAE67845.1 



17920439|qb 



14101436|qb 



33759589|qb 



14101399|qb 



56627909|qb 



33759587 | qb 



33759588|qb 



91135474 |qb 



91135477 |qb 



91135476|qb 



91135475|qb 



91135473|qb 



14124294 |qb 



594198|qblAAA55805.1| 



14101379|qb 



4529952 | emb 



56569044 [ q b 



56569104 |qb 



45299531emb 



565690451qb 



60884991emb 



17915387 |qb 



33759553|qb 



40114189|qb 



33759592|q b 



40160940|qb 



17915386|qb 



40114191 |qb 



53920899|qb 



53920898 | qb 



40114190|qb 



53920895|qb 



53920897 | qb 



53920896|qb 



53920900|qb 



53920894 | qb 



53920901|qb 



40114199|qb 



40114194 |qb 



40160941 |qb 



40114197 |q b 



3211590 |qb| AAC21350. 1 | 



42711673|qb 



40114193 |qb 



40114196|qb 



40114200 [q b 



40114198 |qb 



21508658 |qb 



40114201 Iqb 



40114192 |qb 



40153769|qb 



15108286|qb 



15108277 Iqb 



91126695|qb 



401142021qb 



40114204 |qb|AAR55329. 1 



AAE86059. 



AAE53753 



AAQ52079 



AAE53716. 



AAW06245 



AAQ52077 



AAQ52078 



ABE17569 



ABE17572 



ABE17571 



ABE17570 



ABE17568 



AAE60490 



AAE53696. 1 



CAA02553. 1 



AAV99290. 1 



AAV99350. 1 



CAA02554 . 1 



AAV99291.1 



CAB58629. 1 



AAE84113.1 



AAQ52043. 1 



AAR55316. 1 



AAQ52082. 1 



AAR67292. 1 



AAE84112. 1 



AAR55318. 1 



AAU97762. 1 



AAU97761. 1 



AAR55317.1 



AAU97758. 1 



AAU97760. 1 



AAU97759. 1 



AAU97763. 1 



AAU97757.1 



AAU97764 . 1 



AAR55325. 1 



AAR55321. 1 



AAR67293. 1 



AAR55323. 1 



\_ Sequence 13 from patent US 6960431 
Sequence 9 from patent US 5428145 
from patent US 5428145 
Sequence 40 from patent US 6217872., 
Sequence 12 from patent US 6312889.. 
Sequence 148 from patent US 6150087 
Sequence 54 from patent US 6593083.. 
Sequence 69 from patent US 6150087 
Sequence 4 from patent US 6797809 . , 
Sequence 52 from patent US 6593083.. 
Sequence 53 from patent US 6593083.. 
Sequence 13 from patent US 6986892.. 
Sequence 19 from patent US 6986892.. 
Sequence 17 from patent US 6986892.. 
Sequence 15 from patent US 6986892.. 
Sequence 11 from patent US 6986892.. 
Sequence 2 from patent US 6194140 .. 
Sequence 43 from Patent EP 0318216 >.. 
Sequence 30 from patent US 6150087 
unnamed protein product [unidentif . . 
Sequence 198 from patent US 6762024 
Sequence 270 from patent US 676202.. 
unnamed protein product [unidentif. , 
Sequence 200 from patent US 6762024 
Putative NS3 region PT-NANBH; rest., 
Sequence 9 from patent US 6306579 . , 
Sequence 4 from patent US 6593083 . , 
Sequence 265 from patent US 661333. , 
Sequence 59 from patent US 6593083., 

1 from patent US 6635257 

2 from patent US 6306579 . , 
Sequence 267 from patent US 661333. , 
Sequence 36 from patent US 6727092., 
Sequence 32 from patent US 6727092., 
Sequence 266 from patent US 661333. , 
Sequence 20 from patent US 6727092., 
Sequence 28 from patent- US 6727092., 
Sequence 25 from patent US 6727092., 
Sequence 38 from patent US 6727092., 
Sequence 18 from patent US 6727092., 
Sequence 40 from patent US 6727092., 
Sequence 274 from patent US 661333. , 
Sequence 270 from patent US 661333., 
Sequence 2 from patent US 6635257 
Sequence 272 from patent US 661333., 

83293 Sequence 84 from patent US 57.. 



AAS35883. 1 



AAR55320. 1 



AAR55322. 1 



AAR55326. 1 



AAR55324 . 1 



AAM58145. 1 



AAR55327.1 



AAR55319. 1 



AAR65055. 1 



AAE67322. 1 



AAE67313. 1 



ABE13386. 1 



AAR55328.1 



Sequence 
Sequence 



594197|qblAAA55804.1| 



Sequence 57 from patent US 6689368. 
Sequence 269 from patent US 661333. 
Sequence 271 from patent US 661333. 
Sequence 275 from patent US 661333. 
Sequence 273 from patent US 661333. 
Sequence 7 from patent US 6379886 . 
Sequence 276 from patent US 661333. 
Sequence 268 from patent US 661333. 
Sequence 5 from patent US 6630298 . 
Sequence 45 from patent US 6210962. 
Sequence 7 from patent US 6210962 . 
Sequence 85 from patent US 6977144 
Sequence 277 from patent US 661333. 
Sequence 278 from patent US 661333. 
Sequence 41 from Patent EP 0318216 
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14101374 Iqb I AAE53691. 1 I 



91126693|qblABE13384 . 1 1 



472 68050 Iqb | AAT26677. 1 | 



Sequence 20 from patent US 6150087 
Sequence 83 from patent US 6977144 

Sequence 394 from patent US 672016. 

3211582 |qb| AAC2134 2 . 1 | 183285 Sequence 68 from patent US 57. 
6278 67 68 | qb | AAY06807 . 1 | Sequence 2 from patent US 6870043 

Sequence 15 from patent US 5849532 . 
Sequence 183 from patent US 5849532. 



59971341qblAAE20681.1| 



5997168|qblAAE20715.11 



57163355 | emb I CAI4 0583.il 



4 7268062 | qb j AAT2 6683 . 1 



91126696|qb|ABE13387.1 



47267592 | qb | AAT2 64 48. 1 



91126697 |qb|ABE13388. 1 



47268052 [qb | AAT26678. 1 



5991332|qb|AAE18141.1| 



15108287|qb|AAE67323.1 



215069971qb|AAM57587.1 



33759564 |qb| AAQ52054 . 1 



60885061 emb | CAB58632. 1 



60884 87 | emb|CAB58 624 . 1 



3211579|qb|AAC21339.11 



56629275 



56629260 



56629261 



91126698 



14480056 



14480055 



28072525 



14101377 



3211589|qb|AAC21349.1| 



33759561 



56644590 



56629270 



56644594 



56644591 



56644593 



7224496|qb|AAE24663.1| 



14101373 



56629269 



56644596 



56644595 



56644600 



56644597 



56644592 



56644598 



56644599 



56629271 



91126699 



14480058 



40194429 



47268044 



40194402 



40194427 



40194410 



40194406 



91126653 



40194430 



40194404 



40194403 



40194428 



40194411 



40194408 



qb| AAW06836. 1 



qb| AAW06821. 1 



qb|AAW06822. 1 



qb| ABE13389. 1 



qb| AAE62018 . 1 



qblAAE62017.1 



qb|AAO30433. 1 



qb| AAE53694 . 1 



qb|AAQ52051. 1 



qb|AAW12752. 1 



qb|AAW06831. 1 



qb| AAW12756. 1 



qb[AAW12753.1 



qb[AAW12755. 1 



qblAAE53690. 1 



qbjAAWQ6830. 1 



qb| AAW12758 . 1 



qb|AAW12757.1 



qb{AAW12762.1 



qb|AAW12759. 1 



qb[AAW12754 . 1 



qb 1AAW12760. 1 



qb|AAW12761.1 



qb|AAW06832. 1 



qb| ABE13390. 1 



qb| AAE62020. 1 



qb| AAR78470. 1 



qb[AAT26674 .1 



qb|AAR78443. 1 



qb|AAR78468.1 



qb | AAR78451. 1 



qb|AAR78447.1 



qblABE13344 .1 



qblAAR78471.1 



qb|AAR78445.1 



qb|AAR78444 .1 



qb|AAR78469.1 



qb|AAR78452. 1 



qb|AAR78449. 1 



unnamed protein product [GB virus C/ 
Sequence 401 from patent US 672016. 
Sequence 86 from patent US 6977144 
Sequence 83 from patent US 6720166. 
Sequence 87 from patent US 6977144 
Sequence 395 from patent US 672016. 
Sequence 10 from patent US 5843639 . 
Sequence 4 6 from patent US 6210962. 
Sequence 2 from patent US 6372883 . 
Sequence 26 from patent US 6593083. 
unnamed protein product [unidentified 
• Codes for part of the putative NS3. 
3282 Sequence 65 from patent US 57. 



Sequence 24 from patent US 6800456 
Sequence 1 from patent US 6800456 
Sequence 3 from patent US 6800456 
Sequence 88 from patent US 6977144 
Sequence 2 from patent US 6197536 
Sequence 1 from patent US 6197536 
Sequence 68 from patent US 6322965 
Sequence 26 from patent US 6150087 
83292 Sequence 82 from patent US 57... 



Sequence 20 from patent US 6593083, 
Sequence 2 from patent US 6815159 . 
Sequence 14 from patent US 6800456 
Sequence 12 from patent US 6815159 
Sequence 4 from patent US 6815159 . 
Sequence 11 from patent US 6815159 
Sequence 43 from patent US 5910405 
Sequence 18 from patent US 6150087 
Sequence 12 from patent US 6800456 
Sequence 14 from patent US 6815159 
Sequence 13 from patent US 6815159 
Sequence 18 from patent US 6815159 
Sequence 15 from patent US 6815159 
Sequence 10 from patent US 6815159 
Sequence 16 from patent US 6815159 
Sequence 17 from patent US 6815159 
Sequence 16 from patent US 6800456 
Sequence 89 from patent US 6977144 
Sequence 4 from patent US 6197536 
Sequence 53 from patent US 6653127. 
Sequence 387 from patent US 672016. 
Sequence 1 from patent US 6653127 . 
Sequence 4 6 from patent US 6653127. 
Sequence 9 from patent US 6653127 . 
Sequence 5 from patent US 6653127 . 
Sequence 5 from patent US 6977144 
Sequence 57 from patent US 6653127. 
Sequence 3 from patent US 6653127 . 
Sequence 2 from patent US 6653127 . 
Sequence 50 from patent US 6653127. 
Sequence 10 from patent US 6653127. 
Sequence 7 from patent US 6653127 . 



451 
436 
400 
392 
388 
387 
385 
384 
384 
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361 
360 
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344 
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338 
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326 
323 
322 
321 
318 
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307 
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297 
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295 
295 
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Sequence 6 from patent US 6653127 . . . 
Sequence 20 from patent US 6800456 
Sequence 18 from patent US 6800456 
Sequence 4 from patent US 6653127 . . . 
Sequence 8 from patent US 6653127 . . . 
Sequence 22 from patent US 6800456 
Sequence 5 from patent US 6197536 
Sequence 11 from patent US 6623921... 
Sequence 3 from patent US 6197536 
Sequence 90 from patent US 6977144 
PT-NANBH polyprotein [synthetic co. . . 
PT-NANBH polyprotein [synthetic const 
Sequence 68 from patent US 6150087... 
Sequence 84 from patent US 6977144 
Sequence 14 from patent US 6150087 
partial NANBH-PT polyprotein [Non-A, 
Sequence 49 from patent US 6593083... 
Sequence 223 from patent US 676202... 
Coding sequence of PT-NANBH [unidenti 
Sequence 17 from patent US 6977144 
Sequence 12 from patent US 6150087 
Sequence 605 from patent US 672016... 
3992552 | qb 1 AAC85979 . 1 IAR0054 96 Sequence 74 from patent US 574 
3211581 |qb|AAC21341. 1 | 183284 Sequence 67 from patent US 57... 
3992536 | qb | AAC8 5963. 1 | ARQ054 80 Sequence 58 from patent US 574 
399254 0 |qb| AAC85967 . 1 | AR0054 84 Sequence 62 from patent US 574 



cri 


40194407 |qb| AAR784 4 8 


1 1 


ai 


56629273 | qb| AAW06834 


1 1 


ai 


56629272 | qb | AAW068 33 


1 j 


ai 


40194405 | qb| AAR784 4 6 


1 1 


ai 


401944091 qb | AAR7 84 50 


1 | 


ai 


56629274 | qb | AAW06835 


1 | 


ai 


14480059|qb| AAE62021 


1 | 


ai 


40148288 1 ab 1 AAR63521 


1 1 


ai 


144800571 abl AAE62019 


1 ! 


ai 


9112 6700 | qb | ABE13391 


1 1 


ai 


124 8 637 | emb | CAA01930 


1 1 


qi 


124 8 641 | emb | CAA01932 


1 1 


ai 

y . j -,„ 


14101398 | qb| AAE53715 


1 1 


ai 


9112 6694 1 abl ABE13385 


1 1 


ai 


14101371 | qb| AAE53688 


1 1 


ai 


1926565 | emb| CAA02095 


1 1 


ai 


337 59585 | qb | AAQ5207 5 


1 1 


ai 


56569058 | qb| AAV99304 


1 1 


gi 


60884 94 | emb| CAB58 627 


1 1 


qi 


91126665|gb|ABE13356, 


1 1 


qi 


14101370|qb|AAE53687 


1 1 




47268464 |qb|AAT26884 


1 1 



337 59586 I qb | AAQ5207 6. 1 1 Sequence 50 from patent US 6593083.. 

23316906|qb|AAN21401. 1 1 Sequence 1 from patent US 6416946 .. 

5 991331 | gb|AAE1814 0. 1 1 Sequence 8 from patent US 5843639 >.. 

14101382 ]qblAAE53699. 1 | Sequence 36 from patent US 6150087 

337 59583 | qbjAAQ52 073. 1 1 Sequence 47 from patent US 6593083.. 

33759559 I qblAAQ5204 9. 1 1 Sequence 16 from patent US 6593083.. 
33759584 1 qblAAQ52074 . 1 | Sequence 48 from patent US 6593083.. 

33759560 I qb | AAQ52 050. 1 1 Sequence 18 from patent US 6593083.. 
91126677 1 qbl ABE13368 . 1 | Sequence 29 from patent US 6977144 
22 96693 | emb | CAA02515 . 1 | unnamed protein product [unidentif . . 
56568 967 1 qb| AAV9 92 13. 1 1 Sequence 58 from patent US 6762024 
56568 966 ]qb | AAV99212. 1 | Sequence 56 from patent US 6762024.. 
3375 9578 1 qb| AAQ52068. 1 | Sequence 42 from patent US 6593083.. 
4271354 9|gb|AAS36696. 1 | Sequence 16 from patent US 6692751 
337 5 9580 1 qb| AAQ52 070. 1 | Sequence 44 from patent US 6593083.. 
3211584 |qb|AAC2134 4. 1 | 183287 Sequence 72 from patent US 57.. 
3992 615 | qb| AAC8 604 2. 1 IAR00555 9 Sequence 9 from patent US 574 



3375957 9 1 qb| AAQ52069. 1 | Sequence 43 from patent US 6593083.. 
337 5957 7 1 qb| AAQ52067 . 1 | Sequence 41 from patent US 6593083.. 
3992551 |qb|AAC8597 8. 1 IAR0054 95 Sequence 73 from patent US 574 
3992535 | qb| AAC85 962. 1 IAR0054 7 9 Sequence 57 from patent US 574 



280725201 qb| AA03Q4 28 . 1 | Sequence 40 from patent US 6322965 
3992539 | qb | AAC85966 . 1 1 ARQ054 83 Sequence 61 from patent US 574 
24 8 604 7 | qb | AAB7 4 183 .' 1 1 14 7801 Sequence 7 from patent US 563959 



56568953 | qb| AAV99199. 1 | Sequence 30 from patent US 6762024... 
337 5957 61 qb| AAQ52066. 1 1 Sequence 40 from patent US 6593083... 
3168 9217 | qb|AAP61069. 1 | Sequence 94 from patent US 6538126 
23316907 |qb|AAN214 02. 1 | Sequence 2 from patent US 6416946 ... 
337 5957 5 | qb | AAQ52 065. 1 | Sequence 39 from patent US 6593083... 
24 8 6052 | qb| AAB74 188. 1 | 14 7806 Sequence 12 from patent US 56395 
24 86048 | qb| AAB74 184.1 | 147802 Sequence 8 from patent US 563959 
3211588 | qb| AAC2 134 8 . 1 | 183291 Sequence 80 from patent US 57... 
399087 8 | qb| AAC8 4 305 . 1 | AR0Q0728 Sequence 4 from patent US 5... 
39908 95 | qb | AAC84 322 . 1 | AR0007 4 5 Sequence 21 from patent US 573 



15110183|qb|AAE67847. 1| Sequence 44 from patent US 6217872. 
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qi | 24 8 6041 |qb|AAB74177 . 1 j 14 77 95 Sequence 1 from patent US 563959 156 le-37 

qi| 3990884 | qb | AAC84 311 . 1 IAR000734 Sequence 10 from patent US 573 155 le-37 

qi I 399254 6 | qb | AAC8 597 3. 1 IAR0054 90 Sequence 68 from patent US 574 155 2e-37 

qi I 14101381 Iqb | AAE53698.il Sequence 34 from patent US 6150087... 154 3e-37 

qi | 3990883 |qbl AAC84 310. 1 | AR000733 Sequence 9 from patent US 5736 154 4e-37 

qil 399088 6 | qblAAC84 313. 1 | AR000736 Sequence 12 from patent US 573 153 7e-37 

qi 1 33759573 | qb | AAQ52063. 1 | Sequence 37 from patent US 6593083... 149 le-35 

qi I 2486055 | qb 1AAB74191.H 147809 Sequence 15 from patent US 56395 147 4e-35 

qi 1 3990887 | qblAAC84 314 . 1 IAR000737 Sequence 13 from patent US 573 147 4e-35 

qi | 14101375 |qb| AAE53692. 1 | Sequence 22 from patent US 6150087 147 4e-35 

qi | 3990882 | qb | AAC84309 . 1 | AR000732 Sequence 8 from patent US 5736 147 7e-35 

qi | 3990881 | qb 1 AAC84 308 . 1 | AR000731 Sequence 7 from patent US 5736 146 8e-35 

qil 3990885 | qb[AAC84312. 1 IAR000735 Sequence 11 from patent US 573 145 2e-34 

qi | 399088 91 qb|AAC84 316. 1 IAR000739 Sequence 15 from patent US 573 145 2e-34 

qi | 3992550 | qb | AAC85977 . 1 | AR0054 94 Sequence 72 from patent US 574 145 2e-34 

qi | 33759574 |qb| AAQ52064 . 1 | Sequence 38 from patent US 6593083... 145 2e-34 

qi 128072519 | qb I AAO30427 . 1 | Sequence- 39 from patent US 6322965 144 3e-34 

qi | 24 8 6051 | qb | AAB74 187 . 1 | 14 7805 Sequence 11 from patent US 56395 144 3e-34 

qi | 3990888 I qb | AAC84 315 . 1 1 AR000738 Sequence 14 from patent US 573 144 3e-34 

qi | 3992534 | qb|AAC85961 . 1 IAR005478 Sequence 56 from patent US 574 144 4e-34 

qi | 3990880 | qb | AAC84 307 . 1 [ AR00Q730 Sequence 6 from patent US 5736 142 le-33 

qi| 24 8 604 5 | qb|AAB74181. 1| 14 77 99 Sequence 5 from patent US 563959 142 2e-33 

qi | 3990891 | qb [ AAC8 4 318 . 1 | AR00Q7 41 Sequence 17 from patent US 573 141 2e-33 

qi | 3990890 | qb|AAC84 317 . 1 | AR00Q7 4 0 Sequence 16 from patent US 573 140 4e-33 

qi 1 3990893 | qb | AAC84 320 . 1 | AR0007 4 3 Sequence 19 from patent US 573 140 8e-33 

qi | 39908 92 | qb | AAC84 319 . 1 | AR0007 4 2 Sequence 18 from patent US 573 139 le-32 

qi | 39908 94 | qb | AAC84 321 . 1 | AR00074 4 Sequence 20 from patent US 573 138 2e-32 

qi | 399087 9 jqb | AAC84 306. 1 | AR000729 Sequence 5 from patent US 5... 138 2e-32 

qi | 399254 5 | qb I AAC85972 . 1 | AR0054 89 Sequence 67 from patent US 574 137 7e-32 

qi I 24 8 6058 | qb | AAB74194.il 14 7812 Sequence 18 from patent US 56395 137 7e-32 

qi | 24 8 604 2 |qb|AAB74178 . 1 1 14 77 96 Sequence 2 from patent US 563959 136 9e-32 

qil 141014 34 | qb | AAE53751 . 1 1 Sequence 144 from patent US 6150087 134 4e-31 

qil 24 8 604 3 jqb | AAB74 179. 1 | 147797 Sequence 3 from patent US 563959 134 6e-31 

qi | 24 8 6054 | qb | AAB7 4 190 . 1 | 14 7808 Sequence 14 from patent US 56395 133 9e-31 

qi | 24 8 6050|qb|AAB74186. 1 | 14 7804 Sequence 10 from patent US 56395 130 . 8e-30 

qil 3992528 | qb | AAC85955 . 1 IAR005472 Sequence 50 from patent US 574 128 2e-29 

qil 3211585|qb|AAC2134 5. 1 | 183288 Sequence 74 from patent US 57... 122 2e-27 

qil 21508 654 | qb | AAM58142 . 1 | Sequence 4 from patent US 6379886 122 2e-27 

qi | 3992538 |qb| AAC85965. 1 | AR0054 82 Sequence 60 from patent US 574 122 2e-27 

qi | 3992 54 4 |qb| AAC85971 . 1 | AR0054 88 Sequence 66 from patent US 574 121 3e-27 

qi | 56568 958 | qb | AAV99204 . 1 | Sequence 40 from patent US 6762024... 120 5e-27 

qi | 56568 955 | qb | AAV99201 . 1 | Sequence 34 from patent US 6762024... 120 5e-27 

qi I 56568956 | qb | AAV99202 . 1 1 Sequence 36 from patent US 6762024... 120 6e-27 

qi | 24 8 604 4 | qb | AAB7 4 180 . 1 | 147798 Sequence 4 ' from patent US 563959 119 le-26 

qi 124 8 6057 | qb | AAB74 1 93 . 1 | 14 7811 Sequence 17 from patent US 56395 118 3e-26 

qil 3992555 1 qb I AAC8 5982. 1 IAR0054 99 Sequence 77 from patent US 574 114 3e-25 

qi 1 3211587 | qb | AAC2134 7 . 1 | 183290 Sequence 78 from patent US 57... Ill 4e-24 

qi 1 14101387 | qb | AAE53704 . 1 | Sequence 46 from patent US 6150087 111 4e-24 

qi 124 8 60531 qb | AAB74 18 9. 1 1 14 7807 Sequence 13 from patent US 56395 110 5e-24 

qi | 337 67202 | qb | AAQ52 964 . 1 | Sequence 8 from patent US 6596476 110 6e-24 

qi|248604 9|qb|AAB74185. 1 | 14 7803 Sequence 9 from patent US 563959 107 5e-23 

qi | 399254 91 qbl AAC8597 6. 1 I AR0054 93 Sequence 71 from patent US 574 107 6e-23 

qi I 59971591 qb | AAE20706. 1 1 Sequence 146 from patent US 5849532... 105 le-22 

qi | 3992527 | qb|AAC8 5954 . 1 | AR0054 71 Sequence 49 from patent US 574 105 2e-22 

qi | 3995368 I qb | AAC887 96 . 1 1 AR012918 Sequence 14 from patent US 576 105 2e-22 

qi | 3992532 1 qb [ AAC8 5959 . 1 | AR0054 7 6 Sequence 54 from patent US 574 105 2e-22 

qi I 3990924 | qb 1 AAC84 351 . 1 1 AR00Q77 4 Sequence 50 from patent US 573 102 2e-21 

qi | 3995370 | qb | AAC887 98 . 1 1 AR012920 Sequence 17 from patent US 576 101 4e-21 

qi | 3992543|qb|AAC85970. 1| AR0054 87 Sequence 65 from patent US 574 100 7e-21 

qi | 337 67200 | qb| AAQ52962. 1 | Sequence 6 from patent US 6596476 97 . 4 6e-20 

qi I 24 8 6056 | qb | AAB74 1 92 . 1 1 14 7810 Sequence 16 from patent US 56395 97.1 7e-20 
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qi 


91126681 |qb| ABE13372. 1 | Sequence 33 from patent US 6977144 


95 . 


5 


3e- 


19 


qi 


56568969 |qb| AAV99215.il Sequence 62 from patent US 6762024 


94 . 


0 


6e- 


19 


qi 


3992531 |qb|AAC85958. 1| AR005475 Sequence 53 from patent US 574 


93 . 


6 


8e- 


19 


qi 


10279243 |emb ICAC09848.il unnamed protein product [unidenti... 


92 . 


8 


le- 


18 


qi 


3992548|qb|AAC85975.1|AR005492 Sequence 70 from patent US 574 


88 . 


6 


2e- 


17 


qi 


3992496|qb|AAC85923.1|AR005440 Sequence 18 from patent US ... 


87 . 


4 


6e- 


17 


qi 


91175838 |qb|ABE26532. 1 | Sequence 13 from patent US 7022830... 


87 . 


4 


6e- 


17 


qi 


56568968 |qb| AAV99214.il Sequence 60 from patent US 6762024 


87 . 


4 


6e- 


17 


qi 


3992554 | qb | AAC85981 . 1 | AR0054 98 Sequence 76 from patent US 574 


87 . 


0 


8e- 


17 


qi 


10279241 |emb|CAC09847. 1 | unnamed protein product Tunidenti... 


86. 


7 


le- 


16 


qi 


42685376|qb|AAS29957.1| Sequence 7 from patent US 6680059 ... 


85 . 


5 


2e- 


16 


qi 


3990923|qb|AAC84350.1|AR000773 Sequence 49 from patent US 573 


83 . 


6 


8e- 


16 


qi 


31689218 |qb| AAP61070. 1 | Sequence 95 from patent US 6538126 


82 . 


0 


2e- 


15 


qi 


3992542 | qb ! AAC85969 . 1 IAR005486 Sequence 64 from patent US 574 


81 . 


3 


4e- 


15 


qi 


3992533|qb|AAC85960.1|AR005477 Sequence 55 from patent US 574 


80 . 


9 


6e- 


15 


qi 


3992526|qb|AAC85953.1|AR005470 Sequence 48 from patent US 574 


80 . 


1 


9e- 


15 


qi 


91126675 |qb|ABE13366. 1 I Sequence 27 from patent US 6977144 


79. 


7 


le- 


14 


qi 


33759591|qb|AAQ52081.1| Sequence 58 from patent US 6593083... 


79 . 


0 


2e- 


14 


gi 


91149569|qb|ABE23184.1| Sequence 2 from patent US 7009044 


78 . 


6 


3e- 


14 


qi 


2491581|qb|AAB79717.1|I64956 Sequence 2 from patent US 566... 


78 . 


6 


3e- 


14 


qi 


40194425|qb|AAR78466.1| Sequence 24 from patent US 6653127... 


78 . 


2 


4e- 


14 


qi 


91126701 |qb|ABE13392. 1 | Sequence 91 from patent US 6977144 


77 . 


0 


9e- 


14 


qi 


3992553 I qb I AAC85980 . 1 IAR005497 Sequence 75 from patent US 574 


75 . 


9 


2e- 


13 


qi 


91126657|qb|ABE13348.1| Sequence 9 from patent US 6977144 


75 . 


5 


2e- 


13 


qi 


514 199 |emb |C7VA01307.1| polypeptide which can be used as a ... 


75 . 


5 


3e- 


13 


qi 


1514 9804 |emb ICAC50872.il unnamed protein product [Classica... 


75 . 


5 


3e- 


13 


qi 


594196 |qb| AAA55803. 1 I Sequence 39 from Patent EP 0318216 >... 


75 . 


1 


3e- 


13 


qi 


33767203 |qb IAAQ52965.il Sequence 9 from patent US 6596476 


73 . 


9 


7e- 


13 


qi 


5997156|qb|AAE20703. 11 Sequence 106 from patent US 5849532... 


73 . 


9 


7e- 


13 


qi 


2304757 | emb | CAA03388 . 1 | unnamed protein product [Classical... 


73 . 


9 


7e- 


13 


qi 


3992481 |qb|AAC85908. 1| AR005425 Sequence 3 from patent US 5... 


73. 


2 


le- 


12 


qi 


91126650 |qb IABE13341.il Sequence 2 from patent US 6977144 


72 . 


8 


le- 


12 


qi 


91126656|qb|ABE13347.1j Sequence 8 from patent US 6977144 


72 . 


8 


le- 


12 


qi 


5957227 |qb |AAE07901.1| Sequence 2 from patent US 5800982 


72 . 


8 


le- 


12- 


qi 


3992547|qb|AAC85974.1|AR005491 Sequence 69 from patent US 574 


72 . 


0 


3e- 


12 


qi 


14101368|qb|AAE53685.1| Sequence 8 from patent US 6150087 


72 . 


0 


3e- 


12 


qi 


3992530 |qb|AAC85957. 1| AR005474 Sequence 52 from patent US 574 


70 . 


9 


5e- 


12 


qi 


59572261 qb IAAE07900.il Sequence 1 from patent US 5800982 


70 . 


9 


5e- 


12 


qi 


5992019 |qb|AAE18828. 1| Sequence 30 from patent US 5843752 ... 


70 . 


9 


5e- 


12 


qi 


3992537|qb|AAC85964.1|AR005481 Sequence 59 from patent US 574 


67 . 


8 


5e- 


11 


qi 


3992541|qb|AAC85968.1|AR005485 Sequence 63 from patent US 574 


66. 


2 


le- 


10 


qi 


3992495 | qb | AAC85922 . 1 | AR0054 39 Sequence 17 from patent US 574 


65. 


9 


2e- 


10 


qi 


91126658|qb|ABE13349.1| Sequence 10 from patent US 6977144 


65 . 


5 


2e- 


10 


qi 


5992020|qb|AAE18829.1| Sequence 31 from patent US 5843752 ... 


65 . 


5 


3e- 


10 


qi 


5944572|qb|AAE02648.1| Sequence 3 from patent US 5861297 


65 . 


1 


3e- 


10 


.gi 


3991313|qb|AAC84740.1|AR001744 Sequence 3 from patent US 5739 


65. 


1 


3e- 


10 


qi 


33767205 |qb| AAQ52967.il Sequence 11 from patent US 6596476 


65 . 


1 


4e- 


10 


qi 


15110182 |qb|AAE67846. 1 | Sequence 42 from patent US 6217872... 


62 . 


8 


2e- 


09 


qi 


3990922 |qblAAC84349. 1| AR000772 Sequence 48 from patent US 573 


60. 


8 


5e- 


09 


qi 


14114664 |qb|AAE58451.1 | Sequence 2 from patent US 6180109 


60. 


8 


6e- 


09 


qi 


91126659|qb| ABE13350. 1 | Sequence 11 from patent US 6977144 


57 . 


4 


6e- 


08 


qi 


3992529|qb|AAC85956.1|AR005473 Sequence 51 from patent US 574 


57 . 


0 


9e- 


08 


qi 


3992499|qb|AAC85926.1|AR005443 Sequence 21 from patent US ... 


55. 


8 


2e- 


07 


qi 


1829783 |qb| AAB44237.il Sequence 11 from patent US 5582968 


55 . 


8 


2e- 


07 


qi 


5997160|qb|AAE20707.1| Sequence 148 from patent US 5849532... 


55 . 


8 


2e- 


07 


qi 


33767204 |qb| AAQ52966.il Sequence 10 from patent US 6596476 


55 . 


5 


3e- 


07 


qi 


40160954 |qb| AAR67306. 1 1 Sequence 25 from patent US 6635257 


55 . 


1 


3e- 


07 


qi 


23316922 | qb | AAN214 17 . 1 | Sequence 17 from patent US 6416946... 


55 . 


1 


4e- 


07 


qi 


28072522 | qb | AAO30430 . 1 I Sequence 42 from patent US 6322965 


55. 


1 


4e- 


07 


qi 


33767206|qb|AAQ52968. 1 I Sequence 12 from patent US 6596476... 


54 . 


3 


5e- 


07 


qi 


53985916|qb|AAV26905. 1 1 Sequence 17 from patent US 6780967... 


54. 


3 


6e- 


07 
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qi I 40115542 |qb|AAR5554 4 . 1 1 Sequence 63 from patent US 6613530 54.3 6e-07 

qi 1 9112 6661 1 qb | ABE13352 . 1 1 Sequence 13 from patent US 6977144 53.5 9e-07 

qi |5957229| qb | AAEQ7903 . 1 | Sequence 4 from patent US 5800982 52.8 2e-06 

qi | 3990925 | qb | AAC84 352.1 IAR000775 Sequence 51 from patent US 573 52 . 4 2e-06 

qi | 5957228 Iqb I AAE07902. 1 | Sequence 3 from patent US 5800982 52.4 2e-06 

qi [ 15554 476 1 emb | CAC69563. 1 1 unnamed protein product [synthetic c 51. 2 5e-06 

qi | 155544 72 1 emb ICAC69561 . 1 | unnamed protein product [synthetic c 51.2 5e-06 

qi I 15554 4 70 1 emb | CAC6956Q . 1 1 unnamed protein product [synthetic c 51 . 2 5e-06 

qi | 15554 4 88 | emb | CAC69569 . 1 \ unnamed protein product [synthetic c 50. 8 6e-06 

qi | 15554 4 68 [ emb 1 CAC69559 . 1 | unnamed protein product [synthetic c 50. 8 6e-06 

qi 1 15554 4 66 | emb | CAC69558 . 1 1 unnamed protein product [synthetic c 50 . 8 6e-06 

qi | 39909131 qb | AAC84 34 0. 1 [AR0007 63 Sequence 39 from patent US 573 50.4 7e-06 

qi 1 3990914 | qb 1 AAC84 341 . 1 1 AR00Q7 64 Sequence 40 from patent US 573 50.4 7e-06 

qi 1 33759590 I qb | AAQ52080 . 1 1 Sequence 55 from patent US 6593083... 50. 4 9e-06 

qi | 39909031 qb | AAC84 330. 1 IAR000753 Sequence 29 from patent US 573 49.3 2e-05 ' 

qi i 3990902 |qb|AAC84 32 9. 1 IAR000752 Sequence 28 from patent US 573 49.3 2e-05 

qil 3990904 | qb 1 AAC84 331 . 1 | AR000754 Sequence 30 from patent US 573 48.9 2e-05 

qi 1 15554 474 | emb I CAC69562 . 1 1 unnamed protein product [synthetic c 48.9 3e-05 

qi | 15554 478 | emb | CAC69564 . 1 | unnamed protein product [synthetic c 48 . 1 4e-05 

qi 1 8332964 8 | qb|ABC06928 . 1 | Sequence 52 from patent US 6960659 48.1 4e-05 

qi 1 3990915 | qb j AAC84 34 2 . 1 | AR0007 65 Sequence 41 from patent US 573 47.8 5e-05 

qil 56569106 | qb | AAV99352. 1 | Sequence 272 from patent US 676202... 47.4 7e-05 

qil 4 7255634 | qb | AAT22908 . 1 | Sequence 148 from patent US 670982... 47.4 7e-05 

qi I 4 92886 | emb | CAA00808 . 1 1 unnamed protein product [Potato virus ' 46.2 le-04 

qi | 141014 00 | qb | AAE53717. 1 | Sequence 70 from patent US 6150087... 46.2 2e-04 

qi | 14101367 [qb | AAE53684 . 1 | Sequence 2 from patent US 6150087 . . . 46.2 2e-04 

qi 1 4 72 67 560 ]qb| AAT2 64 32 . 1 j Sequence 65 from patent US 6720166... 45.8 2e-04 

qi | 1555448 6 | emb | CAC69568 . 1 | unnamed protein product [synthetic c 45.4 2e-04 

Qi 1 15554 4 8 4 | emb | CAC69567 . 1 1 unnamed protein product [synthetic c 45 . 4 2e-04 

qi 1 4 7255607 | qb | AAT22881 . 1 | Sequence 121 from patent US 670982... 45.1 3e-04 

qi| 4 2668573 | qb | AAS24 361. 1 1 Sequence 121 from patent US 666738... 45.1 3e-04 

qi | 337 67207 | qb | AAQ52969 . 1 | Sequence 13 from patent US 6596476 45.1 3e-04 

qil 14101954 | qb I AAE54271 . 1 [ Sequence 771 from patent US 6150087 45.1 3e-04 

Qi | 15554 4 82 | emb I CAC69566 . 1 1 unnamed protein product [synthetic c 45 . 1 4e-04 

qi 1155544801 emb I CAC695 65 . 1 | unnamed protein product [synthetic c 45.1 4e-04 

qi | 4 7234 811 |qb| AAT1374 5. 1 1 Sequence 53 from patent US 6696281... 44.7 5e-04 

qi | 182 97 77 | qb 1 AAB4 4 231 . 1 | Sequence 5 from patent US 5582968 44 . 3 6e-04 

qi | 23316923 |qb| AAN21418 . 1 | Sequence 18 from patent US 6416946... 44.3 7e-04 

qi | 3995362 |qb| AAC88790. 1 IAR012912 Sequence 7 from patent US 5763 44 . 3 7e-04 

qi | 56568 990 |qb| AAV99236. 1 | Sequence 103 from patent US 6762024 43.9 7e-04 

qi | 23315947 | qb | AAN20959 . 1 1 Sequence 204 from patent US 6413517 43.9 8e-04 

qi I 56569109 I qb | AAV99355. 1 1 Sequence 275 from patent US 6762024 43.5 0.001 

qi | 3995363 |qb| AAC88791. 1 [AR012913 Sequence 8 from patent US 5763 43.5 0.001 

qi I 7224 4 97 | qb | AAE24 664 . 1 | Sequence 44 from patent US 5910405 43.5 0.001 

qi | 47267 488 | qb | AAT26396 . 1 | Sequence 16 from patent US 6720166... 43.1 0.001 

qi | 15554 4 64 | emb ICAC69557 . 1 | unnamed protein product [synthetic c 42 . 7 0.002 

qi 1 15554 4 62 | emb | CAC69556 . 1 1 unnamed protein product [synthetic c 42 . 7 0.002 

qi | 56568 98 9 | qb | AAV99235 . 1 | Sequence 102 from patent US 6762024 42.4 0.002 

qi | 2296952 | emb|CAA02588 . 1 | unnamed protein product [Hepatitis... 42 . 4 0.002 

qi |2331594 3|qb|AAN20955. 1 | Sequence 200 from patent US 6413517 42.4 0.003 

qi |22 96950|emb|CAA02587. 1 | unnamed protein product [Hepatitis... 41.6 0.004 

qi I 6065683 | emb | CAB5854 4 . 1 | unnamed protein product [Dengue virus 41.6 0.004 

qi | 4 2685374 | qb I AAS29955 . 1 | Sequence 5 from patent US 6680059 ... 41.2 0.005 

qi I 40160956 I qb I AAR673Q8. 1 1 Sequence 27 from patent US 6635257 41.2 0.005 

qi I 3990918 |gb| AAC8 4 34 5. 1 IARQ007 68 Sequence 44 from patent US 573 40.0 0.010 

qi | 337587 93 | qb | AAQ51732. 1 | Sequence 1 from patent US 6592871 ... 39.7 0.013 

qil 3990917|qb|AAC84 344 .1 IARQ007 67 Sequence 43 from patent US 573 39.7 0.013 

qi | 3990916 I qb | AAC84 34 3. 1 IAR0007 66 Sequence 42 from patent US 573 39. 7 0.013 

qi I 337 67201 1 qb | AAQ52963 . 1 1 Sequence 7 from patent US 6596476 39.3 0.019 

qi | 2296962 I emb I CAA02593 . 1 1 unnamed protein product [Hepatitis... 39.3 0.020 

qi | 400825351 qb | AAR4 1089 . 1 1 Sequence 4359 from patent US 6605709 39.3 0.021 
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4 5503032 | emb | CAF8 6306 . 1 ) 



23315942 | qb | AAN20954 . 1 



unnamed protein product [Homo sapien 
Sequence 199 from patent US 6413517 
unnamed protein product [Hepatitis... 

Sequence 26 from patent US 6635257 

3995364 | qb | AAC887 92.il AR012914 Sequence 9 from patent US 57 63 



2296958 | emb | CAA02591 . 1 



40160955 I qb | AAR67307. 1 



27 64 7036 | emb | CAD60138 . 



2296960[emb|CAA02592. 1 



40103007 | qb | AAR4 8358. 1 



565 68984 | qb I-AAV99230 . 1 



47255593|qb]AAT22867.1 



20224835|qb|AAE88376.1 



20224829|qb|AAE88370.1 



67582840|qb[AAY71465.1 



56627913|qb|AAW06247.1 



56568985|qb|AAV99231.1 
182 97 82 [qb|AAB4 4 236. 1 | 



40160953 | qb | AAR67305. 1 



33741959|qb|AAQ42691.1 



5972345|qb|AAE12236.1| 



23316924 | qb | AAN214 19 . 1 



23315996|qbjAAN21Q08.1 



2296956|emb|CAA02590. 1 



472555791qb|AAT22853.1 



4 0192138 |qb|AAR774 4 4 . 1 



23316925 | qb | AAN21420.1 



91175839|qblABE26533.1 



53957550 | qb | AAV07547 .1 



20224830|qb|AAE88371.1 



5972344 | qb | AAE12235 . 1 | 



59738755|qb|AAW92929.1 



91175841 |qb|ABE26535.1 



911758461qb|ABE26540.1 



426819651qbjAAS28430.1 



911758431qb[ABE26537.1 



23315918[qblAAN20930.1 



unnamed protein product [Flavivir. . 

unnamed protein product [Hepatitis.. 

Sequence 8075 from patent US 6610836 

Sequence 97 from patent US 6762024.. 

Sequence 107 from patent US 670982.. 

Sequence 44 from patent US 6335435.. 

Sequence 38 from patent US 6335435.. 

Sequence 1512 from patent US 68874.. 

Sequence 7 from patent US 6797809 . . 

Sequence 98 from patent US 6762024 
Sequence 10 from patent US 5582968 

Sequence 24 from patent US 6635257 

Sequence 75 from patent US 6583112 
Sequence 77 from patent US 5824501 .. 

Sequence 19 from patent US 6416946.. 

Sequence 253 from patent US 6413517 

unnamed protein product [Hepatitis.. 

Sequence 93 from patent US 6709828.. 

Sequence 93 from patent US 6649735 

Sequence 20 from patent US 6416946.. 

Sequence 14 from patent US 7022830.. 

Sequence 19504 from patent US 6747137 

Sequence 39 from patent US 6335435.. 
Sequence 76 from patent US 5824501 .. 

Sequence 10492 from patent US 683344 

Sequence 16 from patent US 7022830.. 

Sequence 21 from patent US 7022830.. 

Sequence 3572 from patent US 6673910 

Sequence 18 from patent US 7022830.. 

Sequence 175 from patent US 6413517 
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Get selected sequences 



Alignments 

Select all 1 Deselect all 



Distance tree of results 



> r qi|594 200|qb|AAA55807.11 Sequence 53 from Patent EP 0318216 

qi | 592429 | qb | AAA54Q36 . 1 | Sequence 9 from Patent WO 8904669 
Length=2261 

Score = 1303 bits (3372), Expect =0.0, Method: Composition-based stats. 
Identities = 683/685 (99%), Positives = 683/685 (99%), Gaps = 0/685 (0%) 



Query 


1 


Sbjct 


402 


Query 


61 


Sbjct 


4 62 


Query 


121 


Sbjct 


522 



APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 4 61 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 521 

as rgsl 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 581 
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results of BLAST 

BLASTP 2.2,14 [May-07-2006] 

Reference : 

Altschul, Stephen F . , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs' 1 , Nucleic Acids Res. 25:3389-3402. 

Reference : 

Schaffer, Alejandro A., L. Aravind, Thomas L. Madden, Sergei 
Shavirin, John L. Spouge, Yuri I. Wolf, Eugene V. Koonin, and 
Stephen F. Altschul (2001), "Improving the accuracy of PSI-BLAST 
protein database searches with composition-based statistics 
and other refinements", Nucleic Acids Res. 29:2994-3005. 

RID: 1153602022-27 610-10695264 4218. BLASTQ1 



Database: NCBI Protein Reference Sequences 

2,389,055 sequences; 864,113,167 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
Taxonomy reports 
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Length=685 
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Distance tree of results J6™> 



Sequences producing significant alignments: 



qi 


22129793|ref INP 


671491 


. 1 1 


gi 


28921568|ref |NP 


803144 


. 1 1 


qi 
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qi | 674 684 57 | ref | XP650264 . 1 | recQ family helicase [Entamoeba his 36.6 2.6 B 

qi | 7 3965025 | ref | XP 540436.21 PREDICTED: similar to ATP-depend. . . 36.6 2.6 DEI 

qi 1721611161 re f|YP 288773.11 helicase, C-terminal : DEAD/DEAH b .. . 36. 6 2.7 B 

qi | 88859956 I ref I ZP 01134 595. 1 1 putative ATP-dependent helicase [ 36. 6 2.7 

qi | 90592069 Iref 1 ZP_01247706. 1 | ATP-dependent DNA helicase Rec... 36. 6 2.7 

qi| 18485510{ref 1NP 569721.11 RecQ protein-like 5 [Mus musculus] 36. 6 2.8 GIB 

qi | 904 07207 | ref 1 ZP_012 15394 . 1 | putative ATP-dependent DNA hel... 36. 6 2.8 

qi | 2054 4129 | ref | NP 068750. 2 [ DEAH (Asp-Glu-Ala-His ) box polypept 36. 6 2.9 BB 

qi | 84 716398 Iref | ZP_01023028 . 1 I ATP-dependent DNA helicase Rec... 36.6 2.9 

qi|109492252|ref |XP 001081701.11 PREDICTED: similar to RecQ p... 36.6 2.9 B 

qi | 17552054 | ref 1 NP4 98895 . 1 1 RNA HelicAse family member (rha-2) 36.6 3.0 HUB 

qi|88792832|ref [ZP 01108550.11 ATP-dependent DNA helicase [Al . . . 36. 6 3.1 

qi | 91974 782 | ref 1 YP_567 4 4 1 . 1 1 ATP-dependent helicase HrpB [Rhodop 36.6 3.1 B 

qi 1 76645937 |ref IXP 603974.2] PREDICTED: similar to ATP-depend... 36. 6 3.2 11 

qi | 7 8062965 I ref | YP 372873 . 1 1 amidophosphoribosyltransf erase [Bur 36. 6 3.3 B 

qi I 89890375 I ref | ZP 01201885.11 ATP-dependent DNA helicase RecQ [ 36. 6 3.3 

qi I 37522198 | ref |NP 925575.11 ATP-dependent DNA helicase [Gloeoba 36.2 3.5 B 

qi|23004116[ref |ZP 00047615.11 COG0514 : Superfamily II DNA he . . . 36.2 3.6 

qi I 94312259|ref | YP 585469.11 ATP-dependent DNA helicase RecQ [Ra 36.2 3.7 @ 

qi | 19074102 1 ref I NP_584 708 . 1 | ATP-DEPENDENT RNA HELICASE (DEAD... 36.2 3.7 B 

qi I 69951291 1 ref | ZP 00639032.11 ATP-dependent DNA helicase Rec... 36.2 3.8 

qi I 7 567 4 557 | ref | YP 316978.11 ATP-dependent helicase HrpB [Nitrob 35.8 4.4 B 

qi|86148265|ref |ZP 01066561.11 ATP-dependent DNA helicase RecQ [ 35. 8 4.4 

qi| 84 39364 7 Iref I ZP_00992398. 1 | ATP-dependent DNA helicase RecQ [ 35.8 4.4 

qi I 8501414 3 I ref 1 XP_ 955567 . 1 1 pre-mRNA splicing factor [Encephali 35.8 . 4.7 B 

qi| 56461347 |ref | YP 156628.11 Helicase, ATP-dependent [Idiomarina 35.8 4.7 B 

qi|55652443|ref IXP 514647.11 PREDICTED: hypothetical protein XP_ 35.8 4.7 B 

Qi | 109645079|ref } ZP 01368999.11 DEAD/DEAH box helicase-like [... 35.8 4.7 

qi I 77814 563 | ref j ZPJ308 13821 . 1 1 ATP-dependent DNA helicase Rec... 35.8 4.8 

qi I 71000850 Iref IXP 7 55106.1 | mRNA splicing factor RNA helicas... 35.8 4.9 B 

qi|88713743|ref 1ZP 01107824.1} ATP-dependent DNA helicase rec... 35.8 5.0 

qi 1543102561 re f|YP 131276.11 hypothetical ATP-dependent helic... 35.8 5.1 B 

qil 72109102 Iref |XP_783Q15. 1 1 PREDICTED: similar to Probable A... 35.8 5.1 B 

qi|77739558|ref I ZP 00808049.11 ATP-dependent DNA helicase Rec... 35.8 5.2 

qi I 58382418 I ref I XP 311 930 . 2 | ENSANGP00000010973 [Anopheles gambi 35.8 5.3 B 

qi | 850994 961 ref IXP 9607 95. 1 1 hypothetical protein [Neurospora cr 35 . 8 5.3 H 

qi| 8 674 7 631 | ref | YP_4 84 127. 1 | ATP-dependent helicase HrpB [Rhodop 35.8 5.4 B 

qi | 9057 97 60 | ref | ZP_01235569 . 1 | putative ATP-dependent helicase [ 35.8 5.5 

qi I 77952760 | ref I ZP 00817173.11 Helicase, C-terminal : DEAD/DEAH .. . 35. 8 5.5 

qi| 86131801 1 ref I ZP 01050398.11 putative ATP-dependent DNA helica 35.8 5.5 

qi|41053341|ref |NP 956318.11 DEAH (Asp-Glu-Ala-His) box polypept . 35.8 5.6 BB 

qil 77 361139 | ref | YP 34 0714 . 1 1 ATP-dependent helicase [Pseudoalter 35.8 5.6 B 

qi|82495358|ref 1 ZP 00880934.11 ATP-dependent helicase HrpB [Shew 35.4 5.7 

qi 1 1034 85877 | ref I YP 6154 38 . 1 1 peptidase SI and S6, chymotryps . . . 35.4 5.8 B 

qi | 5054 6625 I ref I XP 500782 . 1 1 hypothetical protein [Yarrowia lipo 35.4 6.2 B 

qi | 27375353 I ref | NP 766882 . 1 1 ATP-dependent DNA helicase [Bradyrh 35. 4 6.4 B 
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> r" qi 1-22129793 |ref|NP 671491.11 B polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1286 bits (3328), Expect =0.0, Method: Composition-based stats. 
Identities = 670/685 (97%), Positives = 678/685 (98%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
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